Input file fttnzb48hlO; Output File f tmzb48hl0 . pat 

Sequence length 3637 ~ 

GTCGACCC7^CGCX5TCCX3CACTCAACAATCCCTGC^ 7 9 

CAAGCCAAGTCGAGCGGGGGCGTTGCC 158 

M H S P 4 

CGCACAGCTCCGTGCGCTCGCCCGTCTGAGCGCCCGCCAGGTC ATG CAC AGC CCG 233 

PGLLALWLCAVLCASARGGS 24 

CCT GGG CTC CTG GCG CTG TGG CTT TGC GOT GTG CTG TGC GCA TCG GCG CGC GGG GGC AGC 293 

DPQPGPGRPACPAPCHCQED 44 

GAC CCC GAG CCT GGC CCG GGG CGT CCC GCC TGC CCG GCT CCC TGC CAC TGC CAG GAG GAC 353 

GIMLSADCS ELGLSVVPADL €4 

GGC ATC ATG CTG TCC GCT GAC TGC TCC GAG CTC GGG CTC TCA GTG GTG CCT GCG GAC CTG 413 

DPLTAYLDLSMNNLTELQPG 84 

GAC CCC CTG ACG GCT TAC CTA GAC CTC AGT ATG AAC AAC CTC ACG GAG CTT CAG CCG GGT 473 

LFBHLRFLEELRLSGNHLSH 104 

CTC TTC CAC CAC CTG CGC TTC CTG GAG GAG CTG CGG CTC TCA GGG AAC CAC CTC TCA CAC 533 

I PGQAFSGLHS I»KILMLQSN 124 

ATC CCG GGA CAG GCA TTC TCC GGC CTC CAC AGC CTC AAA ATT CTA ATG CTG CAG AGC AAC 593 

QLRGIPAEALWELPSLQSLR 144 

CAG CTC CGT GGG ATC CCA GCA GAG GCA CTA TGG GAG CTG CCC AGC CTG CAG TCG CTG CGC 653 

LDANLISLVPERSFEGLSSL 164 

CTA GAT GCT AAT CTC ATC TCC CTG GTC CCT GAG AGA AGC TTT GAG GGG CTC TCC TCC CTC 713 

RHLWLDDNALTE IPVRALNN 184 

CGC CAC CTC TGG CTG GAT GAC AAT GCA CTC ACT GAG ATC CCC GTC AGA GCT CTC AAC AAC 773 

LPALQAMTIiALNHIRHIPDY 204 

CTT CCT GCC CTA CAG GCC ATG ACC TTG GCT CTC AAC CAT ATC CGC CAC ATC CCT GAC TAT 833 

AFQNLTSLVVLHL.HNNRIQH 224 

GCC TTC CAG AAC CTC ACC AGT CTT GTG GTG CTG CAT CTA CAT AAC AAC CGC ATC CAG CAT 893 

VGTHS FEGLHNLETLDLNYN 244 

GTG GGG ACC CAC AGC TTC GAG GGG CTG CAC AAT CTG GAG ACA CTA GAC CTG AAC TAT AAT 953 



ELQEFPLAIRT 
GAG CTG CAG GAG TTC CCC TTG GCT ATC CGG ACC 

HNNNIKAIPEK 
CAT AAC AAC AAC ATC AAG GCT ATC CCA GAG AAA 

TIHFYDNPIQF 
ACA ATA CAT TTT TAT GAC AAC CCA ATC CAG TTT 

SKLHTLSLNGA 
TCT AAA CTG CAT ACG CTA TCT TTG AAT GGT GCC 

KGTTSLEILTL 
AAA GGC ACC ACT AGC CTG GAG ATC CTG ACC CTG 



LGRLQELGF 264 

CTG GGC AGG CTG CAG GAA TTG GGT TTC 1013 

AFMGNPLLQ 284 

GCC TTC ATG GGC AAC CCT CTC CTG CAG 1073 

VGRSAFQYI* 304 

GTG GGA AGG TCA GCA TTC CAG TAC CTG 1133 

TDIQEFPDL 324 

ACT GAT ATC CAA GAG TTC CCA GAC CTC 1193 

TRAGIRLLP 344 

ACC CGT GCG GGC ATC AGA CTG CTC CCA 1253 



Figure 1 



PGVCQQLPRLR 
CCG GGA GTG TGC CAA CAG CTG CCT AGG CTC CGA 

EELPSLHRCQK 
GAG GAG TTA CCC AGC CTG C*C AGA TGT CAG AAG 

RIKEIGADTFS 
AGG ATC AAG GAA ATT GGT GCA GAT ACC TTC AGC 

LSWNAIRAIHP 
CTG AGT TGG AAT GCC ATC CGT GCC ATC CAC CCT 

VKLDLTDNQLT 
GTT AAG CTG GAC CTG ACT GAC AAC CAG CTG ACC 

LMKLKLKGNLA 
CTG ATG CAC CTG AAG CTC AAA GGG AAC TTG GCC 

FPKLRILEVPY 
TTC CCA AAA CTG AGG ATC CTG GAG GTG CCC TAC 

CASFFKTSGQ*W 
TGT GCC AGC TTC* TTC AAG ACC TCT GGG CAG TGG 

EEAPKRPLGLL 
GAG GAG GCA CCA AAG AGG CCC CTG GGT CTC CTT 

LDLDELQMGTE 
CTA GAC CTG GAT GAG CTC CAG ATG GGG ACA GAG 

CSPVPGPFKPC 
TGC AGC CCT GTT CCA GGC CCC TTC AAG CCC TGC 

RLAVWAIVLLS 
CGC CTT GCT GTG TGG GCC ATC GTG CTG CTC TCC 

TVFASGPSPLS 
ACA GTC TTT GCC AGC GGA CCC AGC CCG CTG TCC 

AGANALTG I S C 
GCA GGC GCC AAC GCC CTG ACG GGC ATT TCC TGT 

TYGQFAEYGAR 
ACC TAT GGT CAG TTC GCT GAG TAT GGA GCC CGC 

TGFLAVLGSEA 
ACG GGC TTC CTG GCT GTC CTG GGT TCA GAG GCG 

VQCSISVTCVR 
GTG CAG TGC AGC ATC TCT GTG ACC TGC GTC CGA 

SVRAGALGCLA 
AGC GTC CGC GCA GGC GCA CTG GGA TGC CTG GCG 

LASVGEYGASP 
CTG GCC TOG GTG GGA GAG TAT GGC GCC TCC CCA 

GRPAALGFAVA 
GGC CGG CCG GCC GCC CTG GGC TTC GCT GTA GCC 



ILELSHNjei 364 
ATC CTG GAG CTG TCT CAT AAT CTG ATC 1313 

LEEIGLRHN 384 

CTG GAG GAA ATT GGC CTC CGA CAT AAC 1373 

QLGSLQALD 404 

CAG CTG GGC TCC TTG CAA GCT TTA GAC 1433 

EAFSTLRSL 424 

GAG GCT TTC TCA ACC CTT CGA TCC TTG 14 93 

TLPLAGLGG 444 

ACA CTG CCC CTG GCT GGG CTG GGA GGC 1553 

LSQAFSKDS 464 

CTG TCT CAG GCC TTC TCC AAG GAC AGT 1613 

AYQCCAYGI 484 

GCC TAC CAG TGC TGT GCC TAC GGC ATC 1673 

QAEDFHPEE 504 

CAG GCC GAG GAC TTT CAT CCA GAA GAA 1733 

AGQA-ENHYD 524 

GCT GGA CAA GCT GAG AAC CAC TAT GAC 1793 

DSKPNPSVQ 544 

GAC TCA AAG CCA AAC CCC AGT GTC CAG 1853 

EHLFESWGI 564 

GAG CAC CTC TTT GAG AGC TGG GGC ATC 1913 

VLCNGLVLI, 584 

GTA CTC TGT AAC GGG CTG GTG CTG CTG 1973 

PVKLVVGAM 604 

CCC GTC AAG CTT GTG GTG GGT GCG ATG 2033 

GLLASVDAL 624 

GGT CTC CTG GCC TCT GTG GAC GCC TTG 2093 

WESGLGCQA 644 

TGG GAG AGC GGT CTG GGC TGC CAG GCT 2153 

SVLLLTLAA 664 

TCG GTG CTG CTG CTC ACA CTG GCG GCC 2213 

AYGKAPSPG 684 

GCC TAC GGG AAG GCG CCG TCG CCT GGC 2273 

LAGLAAALP 704 

CTG GCC GGG CTG GCC GCA GCA CTG CCG 2333 

LCLPYAPPE 724 

CTC TGC CTG CCC TAC GCC CCA CCC GAG 2393 

LVMMNSLCF 744 

CTG GTG ATG ATG AAC TCG CTC TGC TTC 2453 



Figure 1 (Cont'd) 



ly pWWMil^llf w ww lititLJunai 



LVVAGAY IKLYCDLPRGDjFE 764 

CTG GTG GTG GCC GGC GCC TAC ATC AAC5 CTC TAC TGT GAC CTG CCA CGG GGT GAC TTT GAG 2513 

AVWDCAMVRHVAWL I PADG L 784 

GCC GTG TGG GAC TGC GCC ATG GTG CGC CAC GTG GCC TGG CTC ATC TTT GCA GAT GGC CTC 2573 

LYCPVAFLS FASMLGLFPVT 804 

CTC TAC TGC CCC GTG GCC TTC CTC AGC TTT GCC TCC ATG CTG GGC CTC TTC CCT GTC ACC 2633 

PEAVKSVLLVVLPLPACLNP 824 

CCC GAG GCT GTC AAG TCA GTC CTT CTG GTG GTG CTG CCT CTG CCT GCC TGC CTC AAC CCA 2693 

LLYLLFNPHFRDDLRRItWPS 844 

CTG CTC TAC CTG CTC TTC AAC CCT CAC TTC CGG GAT GAC CTT CGG CGG CTC TGG CCA AGC 2753 

PR5PGPLAYAAAGELEKSSC 864 

CCT CGG TCC CCA GGG CCC CTA GCC TAC GCT GCA GCC GGT GAG CTG GAG AAG AGC TCC TGC 2813 

DSTQALVAFSDVDLILEASE 884 

GAC TCC ACC CAA GOG CTG GTG GCT TTC TCA GAT GTG GAT CTT ATT CTG GAA GCT TCT GAG 2873 

AGQPPGLETYG FPSVTLISR 904 

GCT GGG CAG CCT CCT GGG CTA GAG ACC TAT GGC TTC CCT TCA GTG ACC CTC ATC TCC CGA 2933 

HQPGATRLEGNHFIE-SDGTK 924 

CAT CAG CCG GGG GCC ACC AGG CTG GAG GGA AAC CAT TTT ATA GAG TCT GAT GGA ACC AAG 2993 

FGNPQPPMKGELLLKAEGAT 944 

TTT GGG AAC CCA CAA CCT CCC ATG AAG GGA GAA CTG CTG CTG AAG GCA GAG GGA GCC ACT 3053 

LAGCGS SVGGALWPSGSI#FA 964 

TTG GCA GGC TGT GGC TCT TCC GTG GGT GGA GCC CTC TGG CCC TCT GGC TCT CTC TTT GCC 3113 

S H L * 968 

TCT CAC TTG TAA 3125 

ATATCOnCTCTGTTTGTCCTCT^ 3204 

TGGCCAACACCTCTGACTCCATTGTTCTCTCT 3283 

CCCTCAGCTTCACITTCACCCrc 3362 

GAAAGGAGAAAAGCAAAAGACAGTGAAGGTTATTGGGCX^ 3441 

GTCTCACAGAGCATGAC^CKSGAAGACAACT 3520 

TGTTCTGCGTTCCATTAATCTTGACCT 3599 

AAAAAAAAAAAAAAAAAAAAAAAAAAAAGGGCGGCCGC 3637 



Figure 1 (Cont'd) 



LRR: domain 1 of 8, from 67 to 1 14: score 46.0, E - 8.1e-10 

*->nLeeLdLsnNkLtsippgalsnLpnLeeLdLsnNnLts!ppgffqnLk<-* 2~ 
+LdLs N+Lt+I pg++++L+ LeeL Ls+N+L+++p ++f++L+ 

ftmzb048h1 

67 LTAYLDLSMNNLTELQPGLFHHLRFLEELRLSGNHLSHIPGQAFSGLH 1 14 



LRR: domain 2 of 8, from 1 15 to 162: score 42.2, E = 1 .2e-08 

*->nLeeLdLsnNkLtslppgatenLpnLeeLdLsnNnLtslppglfqnLk<-* 
+L+ L L+ N+L+++p++a!+ Lp+L++L L+ N ++ +p+++f++l> 

ftmzb048h1 

1 1 5 SLKILMLQSNQLRGIPAEALWELPSLQSLRLDANLISLVPERSFEGLS 162 



LRR: domain 3 of 8, from 163 to 210: score 49,5, E = 7.7e-1 1 

*->nLeeLdLsnNkLtslppgalsnLpnLeeLdLsnNnLtsfppglfqnLk<-* 
+L++L+L++N Lt++p al+nLp L+ L N+++++p+++^nL+ 

ftmzb048h1 

163 SLRHLWLDDNALTEIPVRALNNLPALQAMTLALNHIRHIPDYAFQNLT 210 



LRR: domain 4 of 8 f from 21 1 to 257: score 39.5, E = 7.4e-08 

*->nLeeLdLsnNkLts!ppgalsnLpnLeeLdLsnNnLtslppglfqnL k<-* 
+L +L+L nN+++++ +++++L+nLe*LdL++N+L+++p + + L+ J" 

ftmzb048h1 

21 1 SLWLHLHNNRIQHVGTHSFEGLHNLETLDLNYNELQEFPL-AIRTLG 257 



LRR; domain 5 of 8, from 258 to 305: score 34.1, E = 3.2e-06 

*->nLeeLdLsnNkLtslppgalsnLpnLeeLdLsnNnUslppglfc|nLk<-* 
+L+eL + nN+++ +p+ a+ + p L+++++ +N ++ + ++fq L+ 

ftmzb048h1 

258 RLQELGFHNNNIKAIPEKAFMGNPLLQTIHFYDNPIQFVGRSAFQYLS 305 



LRR: domain 6 of 8, from 306 to 352: score 23.8, E = 0.0041 

*->nLeeLdLsnNk.Ltslppga!snLpnLeeLdLsnNnLls!ppglftjnLk<-* 
+L++L+L++ +++++p+ I++ ++Le L L + ++ lppg++q L+ 

ftmzb048h1 

306 KLHTLSLNGATdlQEFPD— LKGTTSLEILTLTRAGIRLLPPGVCQQLP 352 



LRR: domain 7 of 8, from 353 to 398: score 47.6, E = 2.8e-10 

*^nLeeLdLsnNkLts!ppgalsnLpnLeeLdLsnNnLtsIppgtfqnLk<-* 
+L+ L+Ls+N++++lp+ H* +++Lee+ L +N+++++ ++f+ L+ 

ftmzb048h1 

353 RLRILELSHNQIEELPS— LHRCQKLEEIGLRHNRIKEIGADTFSQLG 398 



LRR: domain 8 of 8, from 399 to 446: score 49.4, E = 7.9e-11 

*->nLeeLdLsnNkLts1ppgalsnLpnLeeLdLsnNnLtslppgtfqnLk<-* 
+L+ LdLs N ++ ++p+a+s+L++L +LdL +N+Lt+ip + +L 

ftmzb048h1 

399 SLQALDLSWNAIRAIHPEAFSTLRSLVKLDLTDNQLTTLPLAGLGGLM 446 



Figure 2 



Proteins with leucfne-rich repeats 



ftoOfctftpectetr fwctfaiM^f Location** Repeat* Length Contemu* tegjeoce* PW entry 

^ 5 10 15 20 25 



RNase Inhibitor (porcine) 


RNase inh&ttor-RNase 


Cytoplasm 


15 


28(A) 


.LE.L.L. -C-.LT...C. 


.L. .aL 


A31857 










29(8) 


.L.EL-L-.W-.LGD.Ga. 


.L. . -L..P. . 




Leudne-rlch <*2<¥ (human) 


?-? 


Serum 


8 


24 


.L-.L.L..N-.L..-L.. 


.LL. . 


N8HUA2 


RNA1 (SoccAaron^ces cerevfeiae) 


RNA processing-? 


Cytoplasm 


8 


29 






BVBYN1 


U2 snRNP A* (human) 


Spftdng-U2 snRNP 


Nucleus 


4 


24 


.L..L.a..W-.a. 


L--. 


S03616 


8{g?ycan (human) 


ECM birxSng-larninin, 


ECM 


8 


24 


.L..L.L..M-.X..-a.. 


. .a — — . 


A40757 




fibronectkv 














Decorin (human) 


fTM hfnrfing roMrgm 


ECM 


10 


24 


.L..L.L..N-.I..-V.. 


..a — * 


N8HUC8 




ftbronectin, throrncosponotn. 
















TGF0 














fibromodufin (bovine) 


ECM binding-collagen. 


ECM 


11 


24 


.L..L.L. ,N-.a..-a.. 


. .a. . 


S05390 




fioronectfn 














Lumfcan (chicken) 


Corneal transparency-? 


ECM 


12 


24 


.L..L.L..N-.L...... 




A41748 


PnXeogfycan-LJb (chfcfcen) 


?-? 


ECM 


6 


24 


.L..A.L..N-.I...... 




A41781 


Osteotoductfve factor (bovine) 


Bone rnorphogenesis-BMP 


ECM 


6 


24 






A3S272 


ftateSetGPfoa (human) 


Cefl adhesion-vWF, ?r*ombtn 


PM(EC) 


7 


24 


.L..L.L. .N-.L..-LP.GL. ..L--. 


N8HW 


Platelet GP V (human) 


Cefladheskxv-GPDCGPIb 


PM(EC) 


"14 


24 


,L..L.L. .N--L..-LP. 


.LF, -L — . 




YooM (ttesfete pestis) 


Virulence factoMhrombin 


IC + EC 


12 


20 


,L..L.a..N-.L..-LP- 


. L — PP 


A33950 


h&i7J&(Shigcta1texnert> 


?-? 


? 


6 


20 


.L..L.V, .N-.L..-LP- 


. L — P. 


A35149 




?-? 


? 


8 


20 


,L..L.a..M-.L..-LP- 


. L--P. 


S18248 


To* (CnsophiUl 




PM(EC) 


19 


24 






A29943 




Embryo c^vetcpment-? 






$3fr{Dn>sophity 


Axon development-? 


EC 


19 


24 


.L.-L.L..N-.I...... 


-F. -L— . 


A3G665 


Connectin (DrosophHa) 


Synapse development-? 


PM(EC) 


7 . 


24 


.L. .LKL. .K-.I. .-a. . 


aF.-L— - 


S28464 


O*o#in(0rosophm/} 


Photoreceptor-ceH development-? PM (EC) 


30 


24 


.L..L.L..N-.a..-a... 


-F..a— . 


A29944 


Ri0iUes»4 {Drvsoptm 


Embryo development-? 


PM(EO 


16 


23 


.L..L.LS.N-.L..-aP. . 


a. . -L--. 




Oligodendrocyte myelin GP 


Myefinatfon-? 


PM(EO 


8 


24 


.L..L.LS»i-.a..-a... 


L— . 


A34210 


(human) 
















C014 (human) 


Cell-surface receptor-tPS-LP8 


PM(EC) 


8 


27 


Ta.. L.t-wK- 




TDKUM4 


Tfk fhunumt 


Receptor protein kmase-NGf 


PM{EC) 


2 


23 


.L..L.LS.N-.L 




TVHUTT 


TrkB (mouse) 


Receptor protein kfnase-BDNF, 
NT-3 


PM(EC) 


3 


23 


.L..L.aT.N-.LTS. . .-. 


- - -T 


$06943 




Receptor protein ktnase-HT-3 


PM(EC) 


3 


23 


.LR.aNLSQN-.L...S.-. 




A40026 




Receptor protein kinase-? 


PM(EC) 


11 


23 


.L..a.L..H-...G.aP-. 


-a.SL — . 


JQ1674 


U4CG receptor (rat) 


Signal transduction-^, CG 


PM(EC) 


5 


25 


.L..L.a..T-.a 


-F — — . 


A41343 


FSH receptor (rat) 


S^tiansAictkin-FSH 


PM(EC) 


7 


25 


.L..L.aS.T- LP. . 


.a. .a—. 


A34548 


TQM niMf*Ar Mori 


Signal tiansAiction-TSH 


PM(EC) 


6 


25 


.a. .L.a.lM. .a.S-a. . . 


.a. . . — . 


A40077 




Signal trartsoXictkxv-RAS 


PM 


20 


23 


-L..L.L..N-.a..-a... 


-a..L— - 


QYBY. 






(cytoplasm) 














?-? 


? 


18 


23 


.L..L.LSGC..a..--a.. 


-a..L— . 


A36c^9 


RAD1 (Sa>xnarom>ces cerevisiae) 


DNAreoair-RAOlO 


Nucleus 


3 


23 


.a.LaDX. .N — LP. .a — 


. . .N . 


006YD1 


DalOiT ^tf^airwA nm rut an an~ jfcA*HMjUI<*Ai 

HMJf ld0CCnafuR9v€S GCrfrvtSKK?) 


DMA repair-? 


? 


5 


26 




. P 




DRT100 (Aabtt^tna*^ 


Recombination-? 


Chioroptast 


5 


24 


.L. .LKL. -N- .L.G.IP.S-a.S. — . 


A46260 


GRR1 (S*xnarom>ces cerevfcfee) 


Signal transduction-? 


Cytoplasm 


9 


26 






A41529 


0CR4(Saccftanymcescen?»fe/ag) 


TrartscriptJon-? 


? 


A 


23 


-L. .L.a. .H- .LT. -LP.E-a, 


S31286 


sds22 (ScMzDsaocnaromyces 


Mttosis~cfis2 ( sds21 


Nucleus 


11 


22 


.L. .L.a« .N-.I. »-a — E 


Ha. -L — . 


A38439 


pornbe) 

p34 rtoosomet>indtng protein (rat) 


RM membranes-r&osome 


RM membrane 4 


24 


-L. ,LDL. .N-.L. .-LP. . 


-F. .L--- 








(cytoplasm) 












Cartaotypeptidase N (human) 


Stabffizatton-catalytic subunit 


Plasma 


12 


24 


.L. -L*L, .N-.L. ,-LP. .aF. .L — - 


A34901 


Intemain {Ustctta monocytogenes) 


Invasion-? 


Celt waft 


13 


22 


HL. .L.L. .N-QISDI.P-- 


-L. .L—T 


A39930 


WB (listeria mxxiocytogsnes) 


?-? 


? 


6 


22 


.L..L.L..H-.L.Dr..— 


-L. -L-- . 


C39930 










5 10 15 20 25 




LRR supertamtiy 










^L«.L.L. .N* .a. . taititaitatt . ±± 





Figure 3 



>human DNA seq. 

TAATACGACTCACTATAGGGAAAGCTGGTACGCCTGCAGGTACCGGICCGGAA 
TTCCCGGGTCGACCCACGCGTCCGTGGAGCGGAGCCAGGGTCTGAGCCTGCC 
GGCTCATCCAGCCTCTCTTGCTGCCCTAGCGGCCTCCAACACAACCGCATCTG 
GGAAATTGGAGCT.GACACCTTCAGCCAGCTGAGCTCCCTGCAAGCCCTGGATC 
TTAGCTGGAACGCCATCCGGTCCATCCACCCTGAGGCCTTCTCCACCCTGCAC 
TCCCTGGTCAAGCTGGACCTGACAGACAACCAGCTGACCACACTGCCCCTGGC 
TGGACTTGGGGGCTTGATGCATCTGAAGCTCAAAGGGAACCTTGCTCTCTCCC 
AGGCCTTCTCCAAGGACAGTTTCCCAAAACTGAGGATCCTGGAGGTGCCTTATG 
CCTACCAGTGCTGTCCCTATGGGATGTGTGCCAGCTTCTTCAAGGCCTCTGGG 
CAGTGGGAGGCTGAAGACCTTCACCTTGATGATGAGGAGTCTTCAAAAAGGCC 
CCTGGGCCTCCTTGCCAGACAAGCAGAGAACCACTATGACCAGGACCTGGATG 
AGCTCCAGCTGGAGATGGAGGACTCAAAGCCACACCCCAGTGTCCAGTGTAGC 
CCTACTCCAGGCCCCTTCAAGCCCTGTGAGTACCTCTTTGAAAGCTGGGGCAT 
CCGCCTGGCCGTGTGGGCCATCGTGTTGCTCTCCGTGCTCTGCAATGGACTGG 
TGCTGCTGACCGTGTTCGCTGGCGGGCCTGCCCCCCTGCCCCCGGTCAAGTTT 
GTGGTAGGTGCGATTGCAGGCGCCAACACCTTGACTGGCATTTCCTGTGGCCT 
TCTAGCCTCAGTCGATGCCCTGACCTTTGGTCAGTTCTCTGAGTACGGAGCCC 
GCTGGGAGACGGGGCTAGGCTGCCGGGCCACTGGCTTCCTGGCAGTACTTGG 
GTCGGAGGCATCGGTGCTGCTGCTCACTCTGGCCGCAGTGCAGTGCAGCGTC 
TCdGTCTCCTGTGTCCGGGCCTATGGGAAGTCCCCCTCCCTGGGCAGCGTTCG 
AGCAGGGGTCCTAGGCTGCCTGGCACTGGCAGGGCTGGCCGCCGCACTGCCC 
CTGGCCTCAGTGGGAGAATACGGGGCCTCCCCACTCTGCCTGCCCTACGCGC 
f= CACCTGAGGGTCAGCCAGCAGCCCTGGGCTTCACCGTGGCCCTGGTGATGAT 
GAACTCCTTCTGTTTCCTGGTCGTGGCCGGTGCCTACATCAAACTGTACTGTGA 
CCTGCCGCGGGGCGACTTTGAGGCCGTGTGGGACTGCGCCATGGTGAGGCAC 
GTGGCCTGGCTCATCTTCGCAGACGGGCTCCTCTACTGTCCCGTGGCCTTCCT 
CAGCTTCGCCTCCATGCTGGGCCTCTTCCCTGTCACGCCCGAGGCCGTCAAGT 
CTGTCCTGCTGGTGGTGCTGCCCCTGCCTGCCTGCCTCAACCCACTGCTGTAC 
3 CTGCTCTTCAACCCCCACTTCCGGGATGACCTTCGGCGGCTTCGGCCCCGCGC 
AGGGGACTCAGGGCCCXJTAGCCTATGCTGCGGCCGGGGAGCTGGAGAAGAGC 
TCCTGTGATTCTACCCAGGCCCTGGTAGCCTTCTCTGATGTGGATCTCATTCTG 
GAAGCTTCTGAAGCTGGGCGGCCCCCTGGGCTGGAGACCTATGGCTTCCCCTC 
AGTGACCCTCATCTCCTGTCAGCAGCCAGGGGCCCCCAGGCTGGAGGGCAGC 
CATTGTGTAGAGCCAGAGGGGAACCACTTTGGGAACCCCCAACCCTCCATGGA 
TGGAGAACTGCTGCTGAGGGCAGAGGGATCTACGCCAG_CAGGTGGAGGCTTG 
TCAGGGGGTGGCGGCTTTCAGCCCTCTGGCTTGGCCTTTGCTTCACACGTGTA 
AATATCCCTCCCCATTCTTCTCTTCCCCTCTCTTCCCTTTCCTCTCTCCCCCTCG 
GTGAATGATGGCTGCTTCTAAAACAAATACAACCAAAACTCAGCAGTGTGATCT 
ATAGCAGGATGGCCCAGTACCTGGCTCCACTGATCACCTCTCTCCTGTGACCAT 
CACCAACGGGTGCCTCTTGGCCTGGCTTTCCCTTGGCCTTCCTCAGCTTCACCT 
TGATACTGGGCCTCTTCCTTGTCATGTCTGAAGCTGTGGACCAGAGACCTGGAC 
TTTTGTCTGCTTAAGGGAAATGAGGGAAGTAAAGACAGTGAAGGGGTGGAGGG 

I TTGATCAGGGCACAGTGGACAGGGAGACCTCACAGAGAAAGGCCTGGAAGGT 
GATTTCCCGTGTGACTCATGGATAGGATACAAAATGTGTTCCATGTACCATTAAT 

I CTTGACATATGCCATGCATAAAGACTTCCTATTAAAATAAGCTTTGGAAGAGATT 
AAAAAAAAAAAAAAAGGGCGGCCGCTCTAGAGGATCCAAGCTTACGTACGCGT 

I GCATGCGACGTCATAGCTCTTCTATAGTGTCACCTAAATTCAATT 

I Figure 4 



>fahr human 

NTTHYRESWYACRYRSGIPGSTHASVERSQGLSLPAHPASLAALAASNTTASGKLE 

DTFSQLSSLC^LDLSWNAIRSIHPEAFSTLHSLVKLDLTDNQLTTLPLAGLGGLMHL 

KLKGNLALSQAFSKDSFPKLRILEVPYAYQCCPYGMCASFFKASGQWEAEDLHLD 

DEESSKRPLGLLARQAENHYDQDLDELQLEMEDSKPHPSVQCSPTPGPFKPCEYL 

FESWGIRLAXAVAIVLLSVLCNGLVLLWFAGGPAPLPPVKFWGAIAGANTLTGISCG 

LLASVDALTFGQFSEYGARWETGLGCRATGFLAVLGSEASVLLLTLAAVQCSVSVS 

CVRAYGKSPSLGSVRAGVLGCLALAGLAAALPLASVGEYGASPLCLPYAPPEGQP 

AALGFWALVMMNSFCFLWAG^YIKLYCDLPRGDFEAWVDCAMVRHVAVVLIFAD 

GLLYCPVAFLSFASMLGLFPVTPEAVKSVLLWLPLPACLNPLLYLLFNPHFRDDLR 

RLRPRAGDSGPLAYAAAGELEKSSCDSTQALVAFSDVDLILEASEAGRPPGLE7YG 

FPSVTLISCQQPGAPRLEGSHCVEPEGNHFGNPQPSMDGELLLRAEGSTPAGGGL 

SGGGGFQPSGLAFASHV 



Figure 5 



LRR: domain 1 of 1, from 64 to 111: score 51.0, E = 2.6e-11 

*->nLeeLdLsnNkLtslppgaisnLpnLeeLdLsnNnLtslppglfqnL 
+L+ LdLs N ++s++p+a+s+L++L +LdL +N+Lt+lp + +L 
fahr 64 SLQALDLSVVNAIRSIHPEAFSTLHSLVKLDLTDNQLTTLPIAGLGGL 110 

k<-* 

fahr 111 M 111 



Figure 6 
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GLHNLETLDLN 
GGG CTG CAC AAT CTG GAG ACA CTA GAC CTG AAT 

AIRTLGRLQEL 
GCC ATC CGG ACC CTG GGC AGA CTG CAG GAA CTG 

IPEKAFMGNPL 
ATC CCA GAA AAG GCC TTC ATG GGG AAC CCT CTG 

PIQFVGRSAFQ 
CCA ATC CAG TTT GTG GGA AGA TCG GCA TTC CAG 

LNGAMDIQEFP 
CTG AAT GGT GCC ATG GAC ATC CAG GAG TTT CCA 

ILTLTRAGIRL 
ATC CTG ACC CTG ACC CGC GCA GGC ATC CGG CTG 

R L R V L E L S H N 
Ccfc AGG CTC CGA GTC CTG GAA CTG TCT CAC AAT 

C Q K LE E I G L Q 
A§G TGT CAG AAA TTG GAG GAA ATC GGC CTC CAA 

IH T FSQLSSLQA 
QgC ACC TTC AGC CAG CTG AGC TCC CTG CAA GCC 



S IHPEAFSTLH 
fqC ATC CAC CCT GAG GCC TTC TCC ACC CTG CAC 

^QLTTLPLAGL 
MC CAG CTG ACC ACA CTG CCC CTG GCT GGA CTT 

CSNLALSQAFSK 
gGG AAC CTT GCT CTC TCC CAG GCC TTC TCC AAG 

EVPYAYQCCPY 
GAG GTG CCT TAT GCC TAC CAG TGC TGT CCC TAT 

SGQWEAEDLHL 
TCT GGG CAG TGG GAG GCT GAA GAC CTT CAC CTT 

LGLLARQAENH 
CTG GGC CTC CTT GCC AGA CAA GCA GAG AAC CAC 

LEMEDSKPHPS 
CTG GAG ATG GAG GAC TCA AAG CCA CAC CCC AGT 

FKPCEYLFESW 
TTC AAG CCC TGT GAG TAC CTC TTT GAA AGC TGG 

VLLSVLCNGLV 
GTG TTG CTC TCC GTG CTC TGC AAT GGA CTG GTG 

APLPPVKFVVG 
GCC CCC CTG CCC CCG GTC AAG TTT GTG GTA GGT 



YNKLQEFPV 20 

TAT AAC AAG CTG CAG GAG TTC CCT GTG 60 

GFHNNNIKA 40 

GGG TTC CAT AAC AAC AAC ATC AAG GCC 120 

LQTIHFYDN 60 

CTA CAG ACG ATA CAC TTT TAT GAT AAC 180 

YLPKLHTLS 80 

TAC CTG CCT AAA CTC CAC ACA CTA TCT 240 

DLKGTTSLE 100 

GAT CTC AAA GGC ACC ACC AGC CTG GAG 300 

LPSGMCQQL 120 

CTC CCA TCG GGG ATG TGC CAA CAG CTG 360 

QIEELPSLH 140 

CAA ATT GAG GAG CTG CCC AGC CTG CAC 420 

HNRIWEIGA 160 

CAC AAC CGC ATC TGG GAA ATT GGA GCT 4 80 

LDLSWNAIR 180 

CTG GAT CTT AGC TGG AAC GCC ATC CGG 54 0 

SLVKLDLTD 200 

TCC CTG GTC AAG CTG GAC CTG ACA GAC 600 

GGLMHLKLK 220 

GGG GGC TTG ATG CAT CTG AAG CTC AAA 660 

DSFPKLRIL 240 

GAC AGT TTC CCA AAA CTG AGG ATC CTG 720 

GMCAS FFKA 260 

GGG ATG TGT GCC AGC TTC TTC AAG GCC 78 0 

DDEESSKRP 280 

GAT GAT GAG GAG TCT TCA AAA AGG CCC 84 0 

YDQDLDELQ 300 

TAT GAC CAG GAC CTG GAT GAG CTC CAG 900 

VQCSPTPGP 320 

GTC CAG TGT AGC CCT ACT CCA GGC CCC 960 

GIRLAVWAI 340 

GGC ATC CGC CTG GCC GTG TGG GCC ATC 1020 

LLTVFAGGP 360 

CTG CTG ACC GTG TTC GCT GGC GGG CCT 1080 

AIAGANTLT 380 

GCG ATT GCA GGC GCC AAC ACC TTG ACT 114 0 
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GISCGLLASVDALTFGQFSE 400 

GGC ATT TCC TGT GGC CTT CTA GCC TCA GTC GAT GCC CTG ACC TTT GGT CAG TTC TCT GAG 1200 

YGARWETGLGCRATG FLAVL 420 

TAG GGA GCC CGC TGG GAG ACG GGG CTA GGC TGC CGG GCC ACT GGC TTC CTG GCA GTA CTT 12 60 

GSEASVLLLTLAAVQCSVSV 440 

GGG TCG GAG GCA TCG GTG CTG CTG CTC ACT CTG GCC GCA GTG CAG TGC AGC GTC TCC GTC 1320 

SCVRAYGKSPSLGSVRAGVL 460 

TCC TGT GTC CGG GCC TAT GGG AAG TCC CCC TCC CTG GGC AGC GTT CGA GCA GGG GTC CTA 1380 

GCLALAGLAAALPLASVGEY 480 

GGC TGC CTG GCA CTG GCA GGG CTG GCC GCC GCA CTG CCC CTG GCC TCA GTG GGA GAA TAC 144 0 

GASPLCL PYAPPEGQPAALG 500 

GGG GCC TCC CCA CTC TGC CTG CCC TAC GCG CCA CCT GAG GGT CAG CCA GCA GCC CTG GGC 1500 

FTVALVMMNS FC FLVVAGAY 520 

TTC ACC GTG GCC CTG GTG ATG ATG AAC TCC TTC TGT TTC CTG GTC GTG GCC GGT GCC TAC 1560 

r | KLYCDL PRGDFEAVWDCAM 540 

AiTC AAA CTG TAC TGT GAC CTG CCG CGG GGC GAC TTT GAG GCC GTG TGG GAC TGC GCC ATG 1620 

.'^RHVAWLI FADGLLYCPVAF 560 

£TG AGG CAC GTG GCC TGG CTC ATC TTC GCA GAC GGG CTC CTC TAC TGT CCC GTG GCC TTC 1680 

SFASMLGLFPVT PEAVKSV 580 

GTC AGC TTC GCC TCC ATG CTG GGC CTC TTC CCT GTC ACG CCC GAG GCC GTC AAG TCT GTC 174 0 

LLVVLPLPACLNPLLYLLFN 600 

CJG CTG GTG GTG CTG CCC CTG CCT GCC TGC CTC AAC CCA CTG CTG TAC CTG CTC TTC AAC 1800 

HPHFRDDLRRLRPRAGDSGPL 620 

35X CAC TTC CGG GAT GAC CTT CGG CGG CTT CGG CCC CGC GCA GGG GAC TCA GGG CCC CTA 1860 

; :J A YAAAGELEKSSCDSTQALV 64 0 

5'GCC TAT GCT GCG GCC GGG GAG CTG GAG AAG AGC TCC TGT GAT TCT ACC CAG GCC CTG GTA 1920 

AFSDVDLILEASEAGRPPGL 660 

GCC TTC TCT GAT GTG GAT CTC ATT CTG GAA GCT TCT GAA GCT GGG CGG CCC CCT GGG CTG 1980 

ETYGFPSVTLISCQQPGAPR 680 

GAG ACC TAT GGC TTC CCC TCA GTG ACC CTC ATC TCC TGT CAG CAG CCA GGG GCC CCC AGG 2040 

LEGSHCVEPEGNH FGNPQPS 700 

CTG GAG GGC AGC CAT TGT GTA GAG CCA GAG GGG AAC CAC TTT GGG AAC CCC CAA CCC TCC 2100 

MDGELLLRAEGS T PAGGGLS 720 

ATG GAT GGA GAA CTG CTG CTG AGG GCA GAG GGA TCT ACG CCA GCA GGT GGA GGC TTG TCA 2160 

GGGGFQPSGLAFASHV* 737 

GGG GGT GGC GGC TTT CAG CCC TCT GGC TTG GCC TTT GCT TCA CAC GTG TAA 2211 

ATATCCCTCCCCATTCTTCTCTTCCCCTCTCTTCCCTTTCCTCTCTCCCCCTCGGTGAATGATGGCTGCTTCTAAAACA 22 90 

AATACAACCAAAACTCAGCAGTGTGATCTATAGCAGGATGGCCCAGTACCTGGCTCCACTGATCACCTCTCTCCTGTGA 2 3 69 

CCATCACCAACGGGTGCCTCTTGGCCTGGCTTTCCCTTGGCCTTCCTCAGCTTCACCTTGATACTGGGCCTCTTCCTTG 2 4 4 8 

TCATGTCTGAAGCTGTGGACCAGAGACCTGGACTTTTGTCTGCTTAAGGGAAATGAGGGAAGTAAAGACAGTGAAGGGG 2 52 7 
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Searching for complete domains in PFAM 
hmmpfam - search a single seq against HMM database 
HMMER2.1 1 (Dec 1998) 

Copyright (C) 1992-1998 Washington University School of Medicine 
HMMER is freely distributed under the GNU General Public License (GPL). 



HMM file /prod/ddnVseqanal/PFAM/pfam6.2/Pfam 
Sequence file: /prod/ddm/wspace/orfanal/oa-script. 1 2 1 84 seq 



Query: 15088 

Scores for sequence family classification (score includes all domains). 
Model Description Score E-value N 

LRR Leucine Rich Repeat 241.4 1 3e-68 16 

LRRNT Leucine rich repeat N-terminal domain 27 2 0.00038 1 
7tm 1 7 transmembrane receptor (rhodopsin family) 7 2 0. 1 4 2 

Parsed for domains* 

Model Domain seq-fseq-t hmm-fhmm-t score E-value 



LRRNT 


in 


34 


65 


1 


31 [] 


27 2 


0.00038 


LRR 


1/16 


67 


90 


1 


23 [] 


124 


11 


LRR 


2/16 


91 


114. 


i 


23 n 


24.2 


0.0031 


LRR 


3/16 


115 


138.. 


1 


23 [j 


19.9 


0.062 


LRR 


4/16 


139 


162 . 


I 


23 [] 


164 


0 7 


LRR 


5/16 


163 


186 . 


1 


23 [] 


27 5 


0.00031 


LRR 


6/16 


187 


210.. 


1 


23 {] 


12 1 


13 


LRR 


7/16 


211 


234 . 


1 


23 [] 


21.6 


0 019 


LRR 


8/16 


235 


257 


1 


23 [j 


18.2 


0.2 


LRR 


9/16 


258 


281 . 


1 


23 [] 


19 0 


0.11 


LRR 


10/16 


282 


305 


1 


23 Q 


10.2 


32 


LRR 


11/16 


306 


328 „ 


1 


23 0 


5.6 


1.5e+02 


LRR 


12/16 


329 


352 . 


1 


23 [] 


8.8 


52 


LRR 


13/16 


353 


374.. 


1 


23 [] 


19.2 


0.097 


LRR 


14/16 


375 


398 .. 


1 


23 n 


16.9 


0.49 


LRR 


15/16 


399 


422.. 


1 


23 {j 


23.7 


0.0042 


LRR 


16/16 


423 


446 


1 


23 [] 


164 


0.66 


7tm 1 


1/2 


635 


662.. 


51 


79 


3.4 


22 


7tm 1 


2/2 


784 


827 . 


207 


259 .] 


1 1 


11 



Alignments of top-scoring domains: 

LRRNT: domain 1 of 1, from 34 to 65: score 27.2, E = 0.00038 
*->aCpreCtCsp..fglvVdCsgrgLtlevPrdlP<-* 
aCp++C+C +++ 1+dCs-H-gL +vP dl 
15088 34 ACPAPCHCQEdglMLSADCSELGLS-AVPGDLD 65 

LRR: domain 1 of 16, from 67 to 90: score 12.4, E= 11 
*->nLeeLdLsnN,LtslppglfsnLp<-* 
+LdLs N+Lt+I pglf++L+ 
15088 67 LTAYLDLSMNnLTELQPGLFHHLR 90 

LRR: domain 2 of 16. from 91 to 1 14: score 24.2. E = 0.0031 
*->nLeeLdLsnNXts!ppglfsnLp<-* 
LeeL+Ls+N+L+++p +fs+L 
15088 91 FLEELRLSGNhLSHIPGQAFSGLY 114 

LRR: domain 3 of 16. from 1 15 to 138: score 19.9. E = 0 062 
*->nLeeLdLsnN LtslppglfsnLp<-* 
+L+ L L+nN+L ++p +++ Lp 
15088 1 15 SLKILMLQNNqLGGIPAEALWELP 138 

LRR: domain 4 of 16, from 139 to 162: score 16.4, E = 0 7 
*->nLeeLdLsnN.LtslppglfsnLp<-* 
+L++L+L+ N ++ +p+ +f++L+ 
15088 139 SLQSLRLDAN1ISLVPERSFEGLS 162 

LRR: domain 5 of 16. from 163 to 186 score 27 5, E - 0 00031 
*->nLeeLdLsnN LtslppgifsnLp<-* 
+L++L+L++N Lt++p +++nLp 
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15088 163 SLRHLWLDDNaLTEIPVRALNNLP 186 



LRR: domain 6 of 16, from 187 to 210: score 12 l.E= 13 
*->nLeeLdLsnN LtslppglfsnLp<-* 

15088 187 ALQAMTLALNrlSHIPDYAFQNLT 210 

LRR: domain 7 of 16, from 21 1 to 234: score 21.6, E = 0 019 
*->nLeeLdLsnN.Ltslppg!fsnLp<-* 
+L +L+L+nN++++l ++f++L 
15088 211 SLWLHLHNNrlQHLGTHSFEGLH 234 

LRR: domain 8 of 16, from 235 to 257. score 18 2, E = 0.2 
*->nLeeLdLsnN.LtslppglfsnLp<-* 
nLe+LdL++N+L+++p +++ L 
15088 235 NLETLDLNYNkLQEFPV-AIRTLG 257 

LRR: domain 9 of 16, from 25S to 281: score 19.0, E - 0.1 ] 
*->nLeeLdLsnNXtsippglfsnLp<-* 
+L+eL ++nN+++ +p+++f + p 
15088 258 RLQELGFHNNnlKAIPEKAFMGNP 281 

LRR: domain 10 of 16, from 282 to 305: score 10 2, E = 32 
*->nLeeLdLsnN.Ltslppg1fsnLp<-* 
L-H-+++ +N+++ + ++f+ Lp 
15088 282 LLQTIHFYDNplQFVGRSAFQYLP 305 

LRR: domain II of 16, from 306 to 328: score 5 6, E = 1 5e+02 
*->nLeeLdLsnN..LtslppglfsnLp<-* 
+L++L+L++ +1 M lp+ +-H- + 
15088 306 KLHTLSLNGAmdIQEFPD-LKGTT 328 

LRR: domain 12 of 1 6, from 329 to 352: score 8.8, E = 52 
*->nLeeLdLsnN.LtslppglfsnLp<-* 
+Le LL + +++ lp+g -H-t-Lp 
15088 329 SLEILTLTRAglRLLPSGMCQQLP 352 

LRR: domain 13 of 16, from 353 to 374: score 19.2, E = 0.097 
*->nLeeLdLsnN.LtslppglfsnLp<-* 
-+L++L Ls+N I h i lp+ ++++ 
15088 353 RLRVLELSHNqlEELPS-LHRCQ 374 

LRR: domain 14 of 16, from 375 to 398: score 16.9, E = 0.49 
*->nLeeLdLsnN.LtslppglfsnLp<-* 
+Lee+ L++N++ ++ ++fs+L+ 
15088 375 KLEEIGLQHNrlWElGADTFSQLS 398 

LRR: domain 15 of 16, from 399 to 422: score 23.7, E = 0.0042 
*->nLeeLdLsnN. LtslppglfsnLp<-* 
+L+ LdLs N ++s++p++fs L 
15088 399 S LQ ALDLS WNalRSlHPE AFSTLH 422 

LRR: domain 16 of 16, from 423 to 446: score 16.4, E = 0.66 
* ->nLeeLdLsnN. Ltsl ppgl fs nLp<-* 
+L +LdL +N+Lt+lp ++L 
15088 423 SLVKLDLTDNqLTTLPLAGLGGLM 446 

7tm_l: domain 1 of 2, from 635 to 662: score 3.4, E = 2.2 
*->dWpfGsa]CklvtaldwnmyaSMLta<-* 
+W G ++C+ +++] v+ + aS+HLt+ 
15088 635 RWETG-LGC RATGFL A VLGS E A S VLL LTL 662 

7tm_l: domain 2 of 2, from 784 to 827: score 1 1. E = J 1 

^^JCWlPyflvlJJdtlcJsiimsstCelervIptallvtl^LayvNs 

1+ P + + + +1 ++ 1 1 M M I v 1++ + + 

15088 784 LLYCPVAFLSFASMLG1FPV TPEAVKSVLLVVLPLPA 820 

clNPiiY<-* 
c]NP++Y 
15088 821 CLNPLLY 827 
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Searching for complete domains in SMART 

hmmpfam - search a single seq against HMM database 

HMMER 2.1.1 (Dec 1998) 

Copyright (C) 1992-1998 Washington University School of Medicine 

HMMER is freely distributed under the GNU General Public License (GPL) , 



HMM file: 
Seguence file: 



/ddm/robison/siuart/smart /smart . all .hmms 
/prod/ddm/wspace/orf anal/oa-script . 12184 . seq 



Query; 15088 

Scores for sequence family classification (score includes all domains} 



Model Description 


Score 


E-value 


N 


LRR_typ_2 


247 .2 


2.3e-70 


14 


LRR_PS_2 


78. 1 


1 .8e-19 


13 


LRR sd22 2 


33.5 


4.9e-06 


5 


lrrntl 


25.7 


0.0011 


1 


LRR bac_2 


11.8 


3 


7 


LRR RI 2 


5.4 


7.7 


4 



Parsed for domains: 

Model Domain seq-f seq- 



nmm-f hmm-t 



score E-value 



lrrntl 


1/1 


34 


70 . . 


1 


38 [ ] 


25 


7 


0.0011 


LRR_PS 2 


1/13 


64 


87 . . 


1 


24 [ ] 


1 


9 


1 . 2e+02 


LRR_typ_2 


1/14 


64 


88 . . 


1 


24 [ ] 


12 


6 


2 . 1 


LRR__bac__2 


1/7 


89 


108 . . 


1 


20 [ ] 


0 


9 


80 


LRR_PS_2 


2/13 


89 


Ill 


1 


24 [] 


17 


2 


0 . 4 


LRR_typ_2 


2/14 


89 


112 . . 


1 


24 [ ] 


32 


1 


1 . 3e-05 


LRR_RI_2 


1/4 


89 


115 . . 


1 


28 [ ] 


3 


6 


14 


LRR_bac_2 


2/7 


113 


132 . . 


1 


20 [ ] 


1 


6 


66 


LRR_PS_2 


3/13 


113 


136 . . 


1 


24 [ j 


1 


1 


1 . 5e+02 


LRR_typ_2 


3/14 


113 


136 . . 


1 


24 [ ] 


19 


2 


0 . 1 


LRR_bac_2 


3/7 


137 


156 . . 


1 


20 n 


0 


1 


le+02 


LRR_PS_2 


4/13 


137 


159 . . 


1 


24 n 


7 


1 


24 


jjkk ^yp ^ 


A /I A 


137 


160 


2 


24 [ ] 


25 


9 


0 00095 


LRR~PS__2 


5/13 


161 


183 . . 


1 


24 [] 


11 


4 


6.6 


LRR_typ_2 


5/14 


161 


184 . . 


1 


24 [] 


27 


5 


0. 00031 


LRR_sd22_2 


1/5 


161 


187 . . 


1 


22 [] 


5 


3 


31 


LRR_RI_2 


2/4 


161 


190 . . 


1 


28 [] 


5 


3 


8 


LRR_PS_2 


6/13 


185 


207 . . 


1 


24 [] 


7 


0 


25 


LRR_typ_2 


6/14 


185 


208 . . 


1 


24 [J 


23 


2 


0.0062 


LRR PS 2 


7/13 


209 


232 . . 


1 


24 [] 


3 


1 


79 


LRR_typ_2 


7/14 


209 


232 . . 


1 


24 [] 


28 


1 


0.0002 


LRR RI 2 


3/4 


209 


235 . . 


1 


28 [] 


1 


2 


31 


LRR_sd22_2 


2/5 


209 


235 . . 


1 


22 [] 


13 


5 


3 


LRR_bac_2 


4/7 


233 


252 . . 


1 


20 [] 


10 


7 


4.1 


LRR typ 2 


8/14 


233 


255 . . 


1 


24 [] 


16 


1 


0,76 


LRR_PS 2 


8/13 


233 


255 . . 


1 


24 [] 


17 


1 


0.43 


LRR bac 2 


5/7 


256 


275 . . 


1 


20 [] 


0 


2 


le+02 


LRR_PS_2 


9/13 


256 


278 . . 


1 


24 [] 


2 


9 


85 


LRR_typ_2 


9/14 


256 


279 . . 


1 


24 [] 


24 


4 


0.0026 


LRR typ 2 


10/14 


327 


350 . . 


1 


24 [] 


3 


1 


29 


LRR bac 2 


6/7 


351 


370 . . 


1 


20 [] 


14 


6 


1.3 


LRR__PS 2 


10/13 


351 


372 . . 


1 


24 [] 


10 


8 


8 


LRR_sd22_2 


3/5 


351 


372 . . 


1 


22 [3 


7 


6 


16 


LRR_typ_2 


11/14 


351 


373 . . 


1 


24 [] 


18 


8 


0.13 


LRR_RI_2 


4/4 


351 


378 . . 


1 


28 [] 


2 


6 


19 


LRR_PS_2 


11/13 


373 


396 . . 


1 


24 {} 


2 


3 


le+02 


LRR typ 2 


12/14 


374 


396 . . 


1 


24 [3 


6 


8 


10 


LRR_sd22_2 


4/5 


397 


418 . . 


1 


22 [] 


7 


0 


19 


LRR_PS_2 


12/13 


397 


419 . . 


1 


24 [3 


13 


6 


3.4 


LRR_typ_2 


13/14 


397 


420 . . 


1 


24 [] 


30 


4 


4.3e-05 


LRR__bac_2 


7/7 


421 


440 . . 


1 


20 [] 


5 


B 


18 


LRR_sd22_2 


5/5 


421 


441 . . 


1 


22 [] 


3 


7 


49 


LRR PS 2 


13/13 


421 


442 . . 


1 


24 [] 


5 


5 


39 


LRR_typ_2 


14/14 


421 


444 . . 


1 


24 [] 


21 


6 


0.018 



Alignments of top-scoring domains: 
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lrrntl : domain 1 of 1, from 3 4 to 70: score 25.7, £ = 0.0011 

*->qCFapCtCsp.dfgtaVdCsgrgLttlevPldlPadttl<-* 
+CPapC+C ++ ++ dCs++gL +vP dl + t + 
15088 34 ACPAPCHCQEdGIMLSADCSELGLS— AVPGDLDPLTAY 70 

LRR_PS_2: domain 1 of 13, from 64 to 87: score 1.9, E = 1.2e+02 
*->LtsL.qvLdLsnNnLsGeIPsslgn<-* 
L L+ +LdLs NnL+ e+ + 1+ 
15088 64 LDPLtAYLDLSMNNLT-ELQPGLFH 87 

LKR_typ_2: domain 1 of 14, from 64 to 88: score 12.6, E = 2.1 
*->LpnL . reLdLsnNqLtsLPpgaFqg<-* 
L L+ LdLs N+Lt+L pg+F++ 
15088 64 LDPLtAYLDLSMNNLTELQPGLFHH 88 

LRR_bac_2: domain 1 of 7, from 8 9 to 108: score 0.9, E = 80 
*->PpsLkeLnvsnNrLteLPeL<-* 
+L+eL-f S+N+L+ P 
15088 89 LRFLEELRLSGNHLSHIPGQ 108 

LRR_PS_2: domain 2 of 13, from 8 9 to 111: score 17.2, E = 0.4 
*->LtsLqvLdLsnNnLsGeIPsslgn<-* 
L+ L++L+LS+N+LS + IP + ++ 
1508 8 8 9 LRFLEELRLSGNHLS-HI PGQAFS 111 

LRR_typ_2: domain 2 of 14, from 89 to 112: score 32.1, E = 1 . 3e-05 
* ->LpnLr eLdLsnNqLt s*LFpgaFqg< - * 
L+ L+eL+Ls+N+L+++P +aF+g 
1508 8 89 LRFLEELRLSGNHLSHI PGQAFSG 112 

LRR_RI_2: domain 1 of 4, from 89 to 115: score 3.6, E = 14 
*->npsLreLdLsnNkl . gdeGaraLaeaLks<-* 
++ L+eL+Ls+N+l+++ G + ++L s 
15088 89 LRFLEELRLSGNHLSHI PG—QAFSGLYS 115 

LRB_bac_2: domain 2 of 7, from 113 to 132: score 1.6, E = 66 
*->PpsLkeLnvsnNrLteLPeL<-* 
sLk+L +nN+L P+ 
15088 113 LYSLKILMLQNNQLGGIPAE 132 

LER_PS_2: domain 3 of 13, from 113 to 136: score 1.1, E = 1 . 5e+02 
*->LtsLqvLdLsnNnLsGeIPsslgn<-* 
L SL++L L+nN+L G +1+ 
15088 113 L Y S LK I LMLQNN QL GG I P AE ALWE 13 6 

LRR_typ_2: domain 3 of 14, from 113 to 136: score 19.2, E = 0.1 
*->LpnLreLdLsnNqLtsLPpgaFqg<-* 
L +L+ L L+nNqL +P++a++ 
15088 113 LYSLKILMLQNNQLGGIPAEALWE 136 

LRR_bac_2: domain 3 of 7, from 137 to 156: score 0.1, E = le+02 
*->PpsLkeLnvsnNrLteLPeL<-* 
psL++L+ + N ++ Pe 
15088 137 LPSLQSLRLDANLISLVPER 15 6 

LRR_PS_2: domain 4 of 13, from 137 to 15 9: score 7.1, E = 24 
*->LtsLqvLdLsnNnLsGeIPsslgn<-* 
L+sLq+L+L N +s +P+ + 
15088 137 LP SLQSLRLDANL I S -LVPERS FE 159 

LRR_typ_2: domain 4 of 14, from 137 to 160: score 25.9, E = 0.00095 
*->LpnLreLdLsnNqLtsLPpgaFqg<-* 
Lp+L++L+L+ N ++ +P+ + F+g 
1508 8 137 LPSLQSLRLDANLI SLVPERS FEG 160 

LRR_PS_2: domain 5 of 13, from 161 to 183: score 11.4, E = 6.6 
*->LtsLqvLdLsnNnLsGeIPsslgn<-* 
L+SL++L L +N L+ elP n 
15088 161 LSSLRHLWLDDNALT-EIPVRALN 183 

LRR_typ_2: domain 5 of 14, from 161 to 184: score 27.5, E = 0.00031 
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lrrntl: domain 1 of 1, from 34 to 70; score 25.7, E = 0.0011 

*->qCPapCtCsp.df gtaVdCsgrgLttlevPldlPadttK-* 
+CPapC+C ++ ++ dCs++gL +vp dl + t + 
15088 34 ACPAPCHCQEdGIMLSADCSELGLS — AVPGDLDPLTAY 70 

LRRJPS_2; domain 1 of 13, from 64 to 87: score 1.9, E = 1.2e+02 
* ->LtsL . qvLdLsnNnLsGeIPsslgn<-* 
L L+ +LdLs NnL + e + + 1+ 
15088 64 LDPLtAYLDLSMNNLT-ELQPGLFH 87 



LRR_typ_2: domain 1 of 14, from 64 to 88: score 12.6, 
*->LpnL. reLdLsnNqLtsLPpgaFqg<-* 
L L+ LdLs N+Lt+L pg+F++ 
15 08 8 64 LDPLtAYLDLSMNNLTELQPGLFHH 8 8 



2.1 



LRR_bac_2: domain 1 of 7, from 8 9 to 108: score 0.9, E 
*->PpsLkeLnvsnNrLteLPeL<-* 
+L+eLt P 
15088 89 LRFLEELRLSGNHLSHIPGQ 108 



= 80 



LRR_PS__2: domain 2 of 13, from 89 to 111: score 17.2, E = 0.4 
*->LtsLqvLdLsnNnLsGeIPsslgn<-* 
L+ L++L+LS+N+LS + IP + ++ 
15088 8 9 LRFLEELRLSGNHLS-HIPGQAFS 111 



l*RR_typ_2: domain 2 of 14, from 89 to 112: score 32.1, 
*->LpnLreLdLsnNqLt§LPpgaFqg<-* 
L+ L+eL+Ls-f-N+L+++P +aF+g 
15088 89 LRFLEELRLSGNHLSHIPGQAFSG 112 



1.3e-D5 



LRR_RI_2: domain 1 of 4, from 89 to 115: score 3.6, E = 14 
*->npsLreLdLsnNkl . gdeGaraLaeaLks<-* 
++ L+eL+Ls+N+l+++ G + ++L s 
15088 89 LRFLEELRLSGNHLsHI PG — QAFSGLYS 115 



LRRJsacJ: domain 2 of 7, from 113 to 132: score 1.6, E 
*->PpsLkeLnvsnNrLteLPeL<-* 
sLk+L +nN+L P+ 
15088 113 LYSLKILMLQNNQLGGIPAE 132 



= 66 



LRRJPS_2: domain 3 of 13, from 113 to 136: score 1.1, E = 1.5e+02 
*->LtsLqvLdLsnNnLsGeIPsslgn<-* 
L sL++L L+nN+L G +1+ 
15088 113 LYSLKILMLQNNQLGGI PAEALWE 136 



LKR_typ_2: domain 3 of 14, from 113 to 13 6: score 19.2, 
*->LpnLreLdLsnNqLtsLPpgaFqg<-* 
L +L+ L L+nNqL +P++a++ 
15088 113 LYSLKXLMLQNNQLGGIPAEALWE 136 



E = 0.1 



LRRJbac_2: domain 3 of 7, from 137 to 15 6: score 0.1, E = le+02 
*->PpsLkeLnvsnNrLteLPeL<-* 
psL++L+ + N ++ Pe 
15088 137 LPSLQSLRLDANLISLVPER 156 



LKR PS 2: domain 4 



15088 



137 



of 13, from. 137 to 159: score 
*->LtsLqvLdLsnNnLsGeIPsslgn<- d 
L+sLq+L+L N +s + P+ + 
LPSLQSLRLDANLIS-LVPERSFE 



7.1, E = 24 



159 



LRR __ t yP_ 2: domain 4 of 14, from 137 to 160: score 25.9, E = 0.00095 
*->LpnLreLdLsnNqLtsLPpgaFqg<-* 
Lp+L++L+L+ N ++ +p++ F+g 
15088 137 LPSLQSLRLDANLISLVPERSFEG 160 



LRR_PS_2: domain 5 of 13, from 161 to 183: score 11.4, E 
*->LtsLqvLdLsnNnLsGeIPsslgn<-* 
L+SL++L L +N L+ elP n 
15088 161 LSSLRHLWLDDNALT-EIPVRALN 183 



6.6 



LRR typ 2: domain 5 of 14, from 161 to 184: score 27.5, E 



0 .00031 
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*->LpnLreLdLsnNqLtsLPpgaFqg<-* 
L++Lr+L L++N+Lt++P +a+++ 
15088 161 LSSLRHLWLDDNALTEIPVRALNN 184 

LRR_sd22_2: domain 1 of 5, from 161 to 187: score 5.3, E = 31 

*->LtnLeeLdLsqNkI kkiENLde<-* 

L+ L++L+L +N +++ + + + NL 
15088 161 LSSLRHLWLDDNALteipvRALNNLPA 187 

LKR_RI_2: domain 2 of 4, from 161 to 190: score 5,3, E = 8 
*->npsLreLdLsnNklgdeGaraL. . aeaLks<-* 
++sLr L+L +N 1++ +raL++ aL++ 
15088 161 LS SLRHLWLDDNALTEI PVRALnnLPALQA 190 

LRR_PS_2: domain 6 of 13, from 185 to 207: score 7.0, E = 25 
* ->Lt SLqvLdLsnNnLsGe I Ps s lgn<- * 
L+ Lq L+ N++s +IP+ ++ 
15088 135 LPALQAMTLALNRIS-HI PDYAFQ 207 

LRR_typ_2: domain 6 of 14, from 185 to 2 08: score 2 3.2, E = 0.0062 
*->LpnLreLdLsnNqLtsLPpgaFqg<-* 
Lp+L+ L N+++++P+ aFq+ 
15088 185 LPALQAMTLALNRISHIPDYAFQN 208 

LRR_PS__2: domain 7 of 13, from 2«9 to 232: score 3.1, E - 79 
* - >L t s LqvLdL snNnLsGe I P s s 1 gn< - * 
LtsL+vL+L+nN++ s+ 
150 88 20 9 LTSLVVLHLHNNRIQHLGTHSFEG 232 

LRR_typ_2: domain 7 of 14, from 209 to 232: score 2 8.1, E = 0.0002 
*->LpnLreLdLsnNqLtsLPpgaFqg<-* 
L++L +L+L+nN++++L F+g 
15088 209 LTSLVVLHLHNNRIQHLGTHSFEG 232 

JjKRjajZ: domain 3 of 4, from 209 to 235: score 1.2, E - 31 
*->npsLreLdLsnNklgdeGaraLaeaLks<-* 
++SL +L+L nN + G + e+L+ 
15088 20 9 LTSLVVLHLHNNRIQHLGTHSF-EGLHN 2 35 

LRR__sd22_2 : domain 2 of 5, from 209 to 235: score 13.5, E = 3 

*->LtnLeeLdLsqNkI kkiENLde<-* 

Lt L++L L +N+I++ +++++E+L++ 
15088 209 LTSLWLHLHNNRIqhlgtHSFEGLHN 235 

LKR_bac_2: domain 4 of 7, from 233 to 252: score 10.7, E — 4.1 
*->PpsLkeLnvsnNrLteLPeL<-* 
++L++L+ ++N+L e+P 
15088 233 LHNLETLDLNYNKLQEFPVA 252 

I,RR__typ_2: domain 8 of 14, from 233 to 255: score 16.1, E = 0.76 
*->LpnLreLdLsnNqLtsLPpgaFqg<-* 
L+nL++LdL++N+L++ P + + 
15088 233 LHNLETLDLNYNKLQEFPVA! -RT 255 

LRR_PS_2: domain 8 of 13, from 233 to 255: score 17.1, E = 0.43 
*->Lt SLqvLdLsnNnLsGe I Psslgn<-* 
L++L++LdL++N+L e+P + 
15088 233 LHNLETLDLNYNKLQ-EFPVAIRT 255 

LRR_bac_2: domain 5 of 7, from 256 to 27 5: score 0.2, E = le+02 
*->PpsLkeLnvsnNrLteLPeL<-* 
+L+eL+ nN+++ Pe 
15088 256 LGRLQELGFHNNN I KAI PEK 275 

LRRJ?S_2: domain 9 of 13, from 256 to 278: score 2.9, E = 85 
*->LtsLqvLdLsnNnLsGeIPsslgn<-* 
L +Lq+L ++nNn+ IP+ + 
15088 256 LGRLQELGFHNNNTK-A1 PEKAFM 278 

LRR_typ__2: domain 9 of 14, from 256 to 279: score 24.4, E = 0. 0026 
*->LpnLreLdLsnNqLtsLPpgaFqg<-* 
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L+ L+eL +nN+++++P+ aF g 
15088 256 LGRLQELGFHNNNI KAI PEKAFMG 2^9 

LRR_typ_2: domain 10 of 14, from 327 to 350; score 3.1, E - 2 9 
*->LpnLreLdLsnNqLtsLPpgaFqg<-* 
++L+ L L + ++ LP+g++q 
15088 327 TTSLEILTLTRAGIRLLPSGMCQQ 350 

URR_bac_2: domain 6 of 7, from 351 to 370: score 14.6, E - 1.3 
*->PpsLkeLnvsnNrLteLPeL<-* 
p+L+ L s+N+++eLP L 
15088 351 LPRLRVLELSHNQIEELPSL 370 

URR_PS_2: domain 10 of 13, from 351 to 372: score 10.8, £ = 8 
*->LtsLqvLdLsnNnLsGeIPsslgn<-* 
L++L+vL+Ls+N++ e+Ps 1 + 
15088 351 LPRLRVLELSHNQIE-ELPS-LHR 372 

LRR_sd22_2: domain 3 of 5, from 351 to 372: score 7.6, E = 16 
*->LtnLeeLdLsqNkIkkiENLde<-* 
L +L++L+LS+N+I+ + L+ 
15088 351 LPRLRVLELSHNQIEELPSLHR 372 

URR_tYp_2: domain 11 of 14, from 351 to 373: score 18.8, E = 0.13 
*->LpnLreLdLsnNqLtsLPpgaFqg<-* 
Lp Lr+L Ls+Nq+++LP + ++ J- 
15088 351 LPRLRVLELSHNQIEELP-SLHRC 373 

LRR_RI_2: domain 4 of 4, from 351 to 378: score 2.6, E = 19 
*->npsLreLdLsnNklgdeGaraLaeaLks<-* 
+p+Lr+L Ls+N + + + ++ L++ 
15088 351 LPRLRVLELSHNQIEELPSLHRCQKLEE 378 

LRR_ PS__ 2: domain 11 of 13, from 373 to 396: score 2.3, E = le+02 
*->LtsLqvLdLsnNnLsGeIPsslgn<-* 
+++L+++ L++N++ +++++ 
15088 373 CQKLEEIGLQHNRIWEIGADTFSQ 396 

LRR_typ_2: domain 12 of 14, from 374 to 396: score 6.8, E = 10 
*->LpnLreLdLsnNqLtsLPpgaFqg<-* 
+L+e L++N++ ++ +++F+ 
15088 374 CQKLEEIGLQHNRIWEIGADTFSQ 396 

LRR_sd22_2: domain 4 of 5, from 397 to 418: score 7.0, E = 19 
* ->LtnLeeLdLsqNkI kkiENLde<- * 
L+ L+ LdLs+N I++i 
15088 397 LSSLQALDLSWNAIRSIHPEAF 418 

LRR_PS_J2: domain 12 of 13, from 397 to 419: score 13.6, E = 3.4 
* ->Lt sLqvLdLsnNnLsGel Ps s lgn<-* 
L+sLq LdLs+N + +1 ++ ++ 
15088 397 LSSLQALDLSWNAIR-SIHPEAFS 419 

U*R_typ__2; domain 13 of 14, from 397 to 420: score 30,4, E = 4.3e-05 
* ->LpnLreLdLsnNqLt sLPpgaFqg<- * 
L++L+ LdLs+N+++s++p+aF+ 
15088 397 LSSLQALDLSWNAIRSIHPEAFST 420 

LRR_bac__2: domain 7 of 7, from 421 to 440: score 5.8, E = 18 
*->PpsLkeLnvsnNrLteLPeL<-* 
+sL +L+ +N+Lt+LP 
15088 421 LHSLVKLDLTDNQLTTLPLA 44 0 

LRR_sd22_2: domain 5 of 5, from 421 to 441: score 3.7, E = 49 
*->LtnLeeLdLsqNkIkkiENLde<-* 
L+ L+ LdL +N++ + + L + 

15088 421 LHSLVKLDLTDNQLTTL-PLAG 441 

LRR_PS_2: domain 13 of 13, from 421 to 442: score 5.5, E = 39 
*->LtsLqvLdLsnNnLsGeIPsslgn<-* 
L+SL+ LdL +N+L+ ++P g 
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15088 421 LHSLVKLDLTDNQLT-TLPL-AGL 442 

LRR_typ_2: domain 14 of 14, from 421 to 4 44: score 21.6, E = 0.018 
*->LpnLreLdLsnNqLtsLPpgaFqg<-* 
L++L +LdL +NqLt+LP ++g 
15088 421 LHSLVKLDLTDNQLTTLPLAGLGG 444 

// 
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GAP of: FrGcgManager_101_HTAUB3ha_ check: 2817 from: 1 to: 3637 
mLGR6 - 1 (analysis only) - Import - complete 

to: FrGcgManager_101_ITA0fLsO_ check: 3059 from: 1 to: 2711 

corrected human LGR6 (analysis o - Import - complete 

Symbol comparison table: 
/ddm_local/gcg/gcg_9. 1 /gcgcore/data/rundata/nwsgapdna . cmp 

CompCheck: 8760 

Gap Weight: 12 Average Match: 10.000 

Length Weight: 4 Average Mismatch: 0.000 

Quality: 21826 Length: 3688 

Ratio: 8.051 Gaps: 20 

Percent Similarity: 84.248 Percent Identity: 84.211 

'Match display thresholds for the alignment ( s ) : 
| = IDENTITY 
: - 5 
. = 1 

FrGcgManager_101_HTAUB3ha_ x FrGcgManager_101_ITA0f LsO_ 



901 CCCACAGCTTCGAGGGGCTGCACAATCTGGAGACACTAGACCTGAACTAT 950 MOUSE 

1 1 M 1 I I 1 M I M M I M 1 ! I i I I ! M I I M ! IN 
1 GGGCTGCACAATCTGGAGACACTAGACCTGAATTAT 36 HUMAN 

951 AATGAGCTGCAGGAGTTCCCCTTGGCTATCCGGACCCTGGGCAGACTGCA 1000 

i | | M I i I I I I I I I i t 1 t MM M M M M M I M M M M M M 
37 AACAAGCTGCAGGAGTTCCCTGTGGCCATCCGGACCCTGGGCAGACTGCA 8 6 

1001 AGAATTGGGTTTCCATAACAACAACATCAAGGCTATCCCAGAGAAAGCCT 1050 

IN MM M i I i M M M M M I II I M M M M M i I M MM 
87 GGAACTGGGGTTCCATAACAACAACATCAAGGCCATCCCAGAAAAGGCCT 136 

1051 TCATGGGCAACCCTCTCCTGCAGACAATACATTTTTATGACAACCCAATC 1100 
| i M 1 i i M M I M 1 II Mill I I t M I I I M I I I M II I I M I 
137 T C AT GG GG AAC CC T C T G C T AC AG AC GAT AC AC T T T TAT G AT AAC C C AAT C 18 6 

1101 CAGTTTGTGGGAAGGTCAGCATTCCAGTACCTGTCTAAACTGCATACGCT 1150 

IlilllMIIIIM M M M II II I I I I M I I II II II M I I M 
187 CAGTTTGTGGGAAGATCGGCATTCCAGTACCTGCCTAAACTCCACACACT 2 36 

1151 ATCTTTGAATGGTGCCACTGATATCCAAGAGTTCCCAGACCTCAAAGGCA 12 00 

MM M M M M M M II II M I M It I M M I I 11 I 1 II M 1 
2 37 ATCTCTGAATGGTGCCATGGACATCCAGGAGTTTCCAGATCTCAAAGGCA 28 6 

1201 CCACTAGCCTGGAGATCCTGACCCTGACCCGTGCGGGCATCAGACTGCTC 12 5 0 
Mil M II 11 M II M M M M M M II M 11 M II M I M M I I 
28 7 CCACCAGCCTGGAGATCCTGACCCTGACCCGCGCAGGCATCCGGCTGCTC 33 6 

1251 CCACCGGGAGTGTGCCAACAGCTGCCTAGGCTCCGAATCCTGGAGCTGTC 1300 

Ml ill! I M M M M II M M I M II M i M M M I II MM! 
337 CCATCGGGGATGTGCCAACAGCTGCCCAGGCTCCGAGTCCTGGAACTGTC 386 
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1301 TCATAATCAGATCGAGGAGTTACCCAGCCTGCACAGATGTCAGAAGCTGG 135 0 

III INN II I I ! ! ! 1 I I I IS I I I I I i I i I I I ! I I I I I 1 Mi 
387 TCACAATCAAATTGAGGAGCTGCCCAGCCTGCACAGGTGTCAGAAATTGG 4 36 

1351 AGGAAATTGGCCTCCGACATAACAGGATCAAGGAAATTGGTGCAGATACC 14 00 

! I t I I i I I I f I M I IN ill I SI! I M I M M I II It Mi 
4 37 AGGAAATCGGCCTCCAACACAACCGCATCTGGGAAATTGGAGCTGACACC 486 

14 01 TTCAGCCAGCTGGGCTCCTTGCAAGCTTTAGACCTGAGTTGGAATGCCAT 1450 

I I M I I M M II I M M I M I I I I ! it II M MM! MM! 
4 87 TTCAGCCAGCTGAGCTCCCTGCAAGCCCTGGATCTTAGCTGGAACGCCAT 536 

14 51 CCGTGCCATCCACCCTGAGGCTTTCTCAACCCTTCGATCCTTGGTTAAGC 1500 

IN I I 1 i I II I M I I I I M I II I 1 EMM 1 III MM MM 
537 CCGGTCCATCCACCCTGAGGCCTTCTCCACCCTGCACTCCCTGGTCAAGC 586 

1501 TGGACCTGACTGACAACCAGCTGACCACACTGCCCCTGGCTGGGCTGGGA 1550 
I M I M ! II I I M M II M II II I I I 11 II I M t I I I M I M II M 
587 TGGACCTGACAGACAACCAGCTGACCACACTGCCCCTGGCTGGACTTGGG 636 

1551 GGCCTGATGCACCTGAAGCTCAAAGGGAACTTGGCCCTGTCTCAGGCCTT 1600 

Ml I I I M II I I I I M I M M II M I II I M M II I II M I M 
637 GGCTTGATGCATCTGAAGCTCAAAGGGAACCTTGCTCTCTCCCAGGCCTT 68 6 

1601- CTCCAAGGACAGTTTCCCAAAACTGAGGATCCTGGAGGTGCCCTACGCCT 1650 

I i I I I 1 I M I I II M I I I II II I i M i I M II I ! M M ! I I I 11 1 I M 
687 CTCCAAGGACAGTTTCCCAAAACTGAGGATCCTGGAGGTGCCTTATGCCT 7 36 

1651 ACCAGTGCTGTGCCTACGGCATCTGTGCCAGCTTCTTCAAGACCTCTGGG 17 00 

|| 1 I M I II ! I I I I 1 M M I II II I M II II I M I M II I M I 1 1 
7 37 ACCAGTGCTGTCCCTATGGGATGTGTGCCAGCTTCTTCAAGGCCTCTGGG 78 6 

17 01 C AG T GG C AG GCC G AGG AC T T T CAT C C AG AAG AAG AG GAG G C ACC AAAG AG 17 50 
llllll IMI II Ml MM I I 1 I 1 M II M I 1 M I II 

7 87 CAGTGGGAGGCTGAAGACCTTCACCTTGATGATGAGGAGTCTTCAAAAAG 8 36 

17 51 GCCCCTGGGTCTCCTTGCTGGACAAGCTGAGAACCACTATGACCTAGACC 18 00 

I I I 1 I I I II I II II M 1 II It II I t M I M M I M M M I MM 

8 37 GCCCCTGGGCCTCCTTGCCAGACAAGCAGAGAACCACTATGACCAGGACC 88 6 

1801 TGGATGAGCTCCAGATGGGGACAGAGGACTCAAAGCCAAACCCCAGTGTC 1850 

I M I M M It II I I Ml M I t I II I I ! I tl 1 tl I I M M M II 11 
88 7 TGGATGAGCTCCAGCTGGAGATGGAGGACTCAAAGCCACACCCCAGTGTC 936 

1851 CAGTGCAGCCCTGTTCCAGGCCCCTTCAAGCCCTGCGAGCACCTCTTTGA 1900 

Mill llllll I I M It I I I II I I It M II 1 I Ml I! II t 1 II M 
937 CAGTGTAGCCCTACTCCAGGCCCCTTCAAGCCCTGTGAGTACCTCTTTGA 98 6 

1901 GAGCTGGGGCATCCGCCTTGCTGTGTGGGCCATCGTGCTGCTCTCCGTAC 1950 

I II I M 1 II I It f II I I II 11 M E I M t I I II I I t ! II M I M I I 
98 7 AAGCTGGGGCATCCGCCTGGCCGTGTGGGCCATCGTGTTGCTCTCCGTGC 10 36 

1951 TCTGTAACGGGCTGGTGCTGCTGACAGTCTTTGCCAGCGGACCCAGCCCG 20 00 

I I II I I II I I 1 I II I i II I I II I I I I M Ml! II I 1 1 
1037 TCTGCAATGGACTGGTGCTGCTGACCGTGTTCGCTGGCGGGCCTGCCCCC 1086 

2001 CTGTCCCCCGTCAAGCTTGTGGTGGGTGCGATGGCAGGCGCCAACGCCCT 2050 

ME I I II M M M li It I ! 1 I I M I M I M 1 t E II I II II t I 1 
108 7 CTGCCCCCGGTCAAGTTTGTGGTAGGTGCGATTGCAGGCGCCAACACCTT 1136 
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2 0 51 GACGGGCATTTCCTGTGGTCTCCTGGCCTCTGTGGACGCCTTGACCTATG 2100 

Ml M i M M I I I I I I ! 1 I I Mill II El I I i Mil I I 
1137 GACTGGCATTTCCTGTGGCCTTCTAGCCTCAGTCGATGCCCTGACCTTTG 118 6 

2101 GTCAGTTCGCTGAGTATGGAGCCCGCTGGGAGAGCGGTCTGGGCTGCCAG 2150 

M ! I I M I II 1 I i M 1 I I I I I 1 I i f I I I I I I 1 i Si I I II i I 1 1 

1187 GTCAGTTCTCTGAGTACGGAGCCCGCTGGGAGACGGGGCTAGGCTGCCGG 1236 

2151 GCTACGGGCTTCCTGGCTGTCCTGGGTTCAGAGGCGTCGGTGCTGCTGCT 2200 

If II I I M I I I I I I I II II i I i I Mill II 11 II I I I I I I II 

12 37 GCCACTGGCTTCCTGGCAGTACTTGGGTCGGAGGCATCGGTGCTGCTGCT 1286 

2201 CACACTGGCGGCCGTGCAGTGCAGCATCTCTGTGACCTGCGTCCGAGCCT 2250 

III II I M II I I I M I M M II MM M MM II M I Ml! 

1287 CACTCTGGCCGCAGTGCAGTGCAGCGTCTCCGTCTCCTGTGTCCGGGCCT 1336 

2251 ACGGGAAGGCGCCGTCGCCTGGCAGCGTCCGCGCAGGCGCACTGGGATGC 2300 

I M I M I I M M I I M M M I II II II I I I I I I I M 

1337 ATGGGAAGTCCCCCTCCCTGGGCAGCGTTCGAGCAGGGGTCCTAGGCTGC 138 6 

2301 ^CTGGCGCTGGCCGGGCTGGCCGCAGCACTGCCGCTGGCCTCGGTGGGAGA 2 35 0 

Mill Mill I M M M I II i M i I M II 1 II II i M M II M 1 I 

1387 CTGGCACTGGCAGGGCTGGCCGCCGCACTGCCCCTGGCCTCAGTGGGAGA 14 3 6 

2 351 GTATGGCGCCTCCCCACTCTGCCTGCCCTACGCCCCACCCGAGGGCCGGC 24 00 

M II II I M M I M 11 I I M M II i M I II I M M M I M I M 

14 37 ATACGGGGCCTCCCCACTCTGCCTGCCCTACGCGCCACCTGAGGGTCAGC 1486 

2401 CGGCCGCCCTGGGCTTCGCTGTAGCCCTGGTGATGATGAACTCGCTCTGC 2450 

I M M II M i M M i 1 M 11 I M M II II 11 1 i I I 11 I MM 

14 87 CAGCAGCCCTGGGCTTCACCGTGGCCCTGGTGATGATGAACTCCTTCTGT 1536 

2451 TTCCTGGTGGTGGCCGGCGCCTACATCAAGCTCTACTGTGACCTGCCACG 2500 

I M M M I M t I i I II 1 M M I II M i M M M M I II M f I I if 
1537 TTCCTGGTCGTGGCCGGTGCCTACATCAAACTGTACTGTGACCTGCCGCG 1586 

2501 GGGTGACTTTGAGGCCGTGTGGGACTGCGCCATGGTGCGCCACGTGGCCT 2 5 50 

M I I 1 M M M t I M M M 11 II I I 11 M M M M I ! M M i M If i 

158 7 GGGCGACTTTGAGGCCGTGTGGGACTGCGCCATGGTGAGGCACGTGGCCT 1636 

2551 GGCTCATCTTTGCAGATGGCCTCCTCTACTGCCCCGTGGCCTTCCTCAGC 2 600 

II M I! I M I I M M 11 M 1 11 It f M f M I I M f I f f M M M M 
1637 GGCTCATCTTCGCAGACGGGCTCCTCTACTGTCCCGTGGCCTTCCTCAGC 1686 

2601 TTTGCCTCCATGCTGGGCCTCTTCCCTGTCACCCCCGAGGCTGTCAAGTC 2650 

! I II M I II 1 I II II M f M f I I 1 f i I f i M M M M M M M M M 

1687 TTCGCCTCCATGCTGGGCCTCTTCCCTGTCACGCCCGAGGCCGTCAAGTC 17 36 

2651 AGTCCTTCTGGTGGTGCTGCCTCTGCCTGCCTGCCTCAACCCACTGCTCT 2700 

Mill II II If f f M f f f f ! M I ! I M I M f M M M M M M M i 

1737 TGTCCTGCTGGTGGTGCTGCCCCTGCCTGCCTGCCTCAACCCACTGCTGT 1786 

27 01 ACCTGCTCTTCAACCCTCACTTCCGGGATGACCTTCGGCGGCTCTGGCCA 2 7 50 

I I II I I I I M I M M I I I I I I I I M M i I I I II H I I II I I I Mil 

178 7 ACCTGCTCTTCAACCCCCACTTCCGGGATGACCTTCGGCGGCTTCGGCCC 1836 

27 51 AGCCCTCGGTCCCCAGGGCCCCTAGCCTACGCTGCAGCCGGTGAGCTGGA 28 0 0 

i I I M I f I f I M M M M M M MM! M M I M M M M 

18 37 CGCGCAGGGGACTCAGGGCCCCTAGCCTATGCTGCGGCCGGGGAGCTGGA 1886 
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2801 GAAGAGCTCCTGCGACTCCACCCAAGCGCTGGTGGCTTTCTCAGATGTGG 2850 

I i I i I i I I I M I II II Mill I I Mil! II Mill I I I I I M 
188 7 GAAGAGCTCCTGTGATTCTACCCAGGCCCTGGTAGCCTTCTCTGATGTGG 19 36 

2851 ATCTTATTCTGGAAGCTTCTGAGGCTGGGCAGCCTCCTGGGCTAGAGACC 2900 

MM M I M ! M I I I IS I! I I i I ! M I I III I E M I I M I I II I! 
1937 ATCTCATTCTGGAAGCTTCTGAAGCTGGGCGGCCCCCTGGGCTGGAGACC 198 6 

2901 TATGGCTTCCCTTCAGTGACCCTCATCTCCCGACATCAGCCGGGGGCCAC 2 95 0 

M 11 M I I I I I I ! ! M I II ! I I I I I I I I I 1 1 I I I I i I MIME I 
1987 TATGGCTTCCCCTCAGTGACCCTCATCTCCTGTCAGCAGCCAGGGGCCCC 20 3 6 

2 951 CAGGCTGGAGGGAAACCATTTTATAGAGTCTGATGGAACCAAGTTTGGGA 30 00 

M M I I i M I M I I I I M I M II I i I! II I ! I II M i I E 
2037 CAGGCTGGAGGGCAGCCATTGTGTAGAGCCAGAGGGGAACCACTTTGGGA 208 6 

3001 ACCCACAACCTCCCATGAAGGGAGAACTGCTGCTGAAGGCAGAGGGAGCC 3050 

I M I MM! II I M i II II I II II M I M M M I M II M I ! 
2 087 ACCCCCAACCCTCCATGGATGGAGAACTGCTGCTGAGGGCAGAGGGATCT 2136 

3051 ACTTTGGCAGGCTGTGGCTCTTCCGTGGGTGGAGCCCTCTGGCCCTCTGG 3100 

i I MEM I EMI M I MM!! I i i ! M M M M 

2137 ACGCCAGCAGGTGGAGGCTTGTCAGGGGGTGGCGGCTTTCAGCCCTCTGG 218 6 

3101 CTCTCTCTTTGCCTCTCACTTGTAAATATCCCT 3133 

M I M I M I I EM 1 I M M I M I I II 
2187 CTTGGCCTTTGCTTCACACGTGTAAATATCCCTCCCCATTCTTCTCTTCC 2 2 36 

3134 . CTCTGTT . . . TGTC . - CTCTCCCCATC . . . CAATGATGGCTGCTTATAA 3174 

I M I M i II I II M i M II II i ! I i M I I 1 I IE 1 I I 
2237 CCTCTCTTCCCTTTCCTCTCTCCCCCTCGGTGAATGATGGCTGCTTCTAA 22 8 6 

317 5 AAGAAAGACAACTCCAAC TCCATAGCAAGATGGCCAAC 3212 

M II i i EE I I SEE M M I M I M II ! 1 I I 

2287 AACAAATACAACCAAAACTCAGCAGTGTGATCTATAGCAGGATGGCCCAG 2 336 

3213 ACCTCTGACTCCATTGTT . . . CTCTCTCCACGACCCCTAACCAATGAGTG 3259 

E II! II II 1 II E M I I M II I I I I f I I I I I M 

2337 TAC . CTGGCTCCACTGATCACCTCTCTCCTGTGACCATCACCAACGGGTG 2385 

3260 CTTCCAAGTCTTGCTTTGTCTTGGCCT . . . TCAGCTTCACTTTCACCCTG 3306 

II! I II M I M II 11 I I I ! I M M II i M II 1 111 
2386 CCTCTTGGCCTGGCTTTCCCTTGGCCTTCCTCAGCTTCACCTTGATACTG 24 35 

3307 GGC . . CTTCTCTGTCCAATCCAATACTTCTGA . CAGAGGCCTGGGAAATT 3353 

Ml MM MM M I II M I M I! I 1 M I 1 I 

24 3 6 GGCCTCTTCCTTGTCATGTCTGAAGCTGTGGACCAGAGACCTGGACTTTT 24 85 

3354 . . . TGCATAGGAGAAAGGAGAAAAGCAAAAGACAGTGAAGGTTATTGGGC 34 00 

I M M 1 I M I M I Ml I II I II I M I I M III 
24 8 6 GTCTGCTTAAGGGAAATGAGGGAAG . TAAAGACAGTGAAG GGG . 2 527 

34 01 CCTGACAGAGCCATGATCAGTAAGTGCAGAGT . GATGGGGAGGTCTCACA 34 4 9 

| i Ml Mill M II I I M II IMM II M M 

2528 . .TG. . -GAGGGTTGATC AGGGCACAGTGGACAGGGAGACCTCACA 2568 

34 50 GAGCATGACACTGGAAGACAACTACCAAAGACATTGGAGAGTCTCCCCTG 34 9 9 

M I 1 I I I II M I I i ! M I I I M 1 
2569 GAGAAAGGC . CTGGAAGGTGATTTCC CGTGTGACTC 2603 
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3500 TGACATATAGAATATAAAATGTGTTCTGCGTTCCATTAATCTTGACCTAT 354 9 

i Mil I IE I II M ! I I I I 1 I i M II M M I II I I I III 
2 604 . . ATGGATAGGATACAAAATGTGTTCCATGTACCATTAATCTTGACATAT 2 651 

3550 GCTGNGCCAAAGTGCTTCCTGTTAAAATACACTTTGGAAGACATTGAAAA 3599 

II : I I II MINI I I M M II II I I I i I I I I Ml II I I 
2 652 GCCATGCATAAAGACTTCCTATTAAAATAAGCTTTGGAAGAGATTAAAAA 27 01 

3600 AAAAAAAAAAAAAAAAAAAAAAAAAAAAGGGCGGCCGC 3637 
I II I I I II II 

2702 AAAAAAAAAA 2711 
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GAP of: FrGcgManager_102_MTA0uXMaE check: 8470 from: 1 to: 968 
mLGR6.aa (analysis only) - Import - complete 

to: FrGcgManager_102_NTAf 7nCl_ check: 5092 from: 1 to: 737 
corrected hLGR6.aa (analysis onl - Import - complete 

Symbol comparison table: /prod/ddm/seqanal/BLAST/matrix/aa/BLOSUM62 
CompCheck: 1102 
Matrix made by matblas from blosum62.iij 

Gap Weight: 12 Average Match: 2.778 

Length Weight: 4 Average Mismatch: -2.248 

Quality: 3424 Length: 968 

Ratio: 4.64 6 Gaps: 0 

Percent Similarity: 90.773 Percent Identity: 89.281 

Match display thresholds for the alignment ( s ) : 
i - IDENTITY 
: 2 
. = 1 

FrGcgManager_102_MTA0uXMaE x FrGcgManager_102_NTAf 7nCl_ 



201 IPDYAFQNLTSLVVLHLHNNRIQHVGTHSFEGLHNLETLDLNYNELQEFP 250 MOUSE 

I 1 I t M i I M i I 1 . M I I i 
1 GLHNLETLDLNYNKLQEFP 19 HUMAN 

251 LAI RTLGRLQELGFHNNNI KAI PEKAFMGNPLLQT I H FYDNPI QFVGRSA 300 

. i M I I M i i I M I I i 1 I i I M M I ! I I I 1 I ! f ! I I i I I t I i I I M M I ! 
20 VAIRTLGRLQELGFHNNNIKAI PEKAFMGNPLLQT I HFYDNPIQFVGRSA 69 

301 FQYLSKLHTLSLNGATDIQEFPDLKGTTSLEILTLTRAGIRLLPPGVCQQ 350 
Ml! t I I I IS i i I! ! i I I ! I 1 1 M I ! 1 I I i ! I I I i I i ! ! I i t I * ! I ! 
70 FQYLPKLHTLSLNGAMDIQEFPDLKGTTSLEILTLTRAGIRLLPSGMCQQ 119 

351 LPRLRILELSHNQIEELPSLHRCQKLEEIGLRHNRIKEIGADTFSQLGSL 400 

i i 1 1 1 : I i 1 M I I 1 I I M I I I I I I IS t t i ! I.I i 11 MINIUM II 
120 LPRLRVLELSHNQIEELPSLHRCQKLEEIGLQHNRIWEIGADTFSQLSSL 169 

4 01 QALDLSWNAIRAIHPEAFSTLRSLVKLDLTDNQLTTLPLAGLGGLMHLKL 4 50 

M 1 II I M 1 M . 11 1 M 11 M 1 I M M M II M It 1 ! I I 11 I 11 1 M M 
170 QALDLSWNAIRSIHPEAFSTLHSLVKLDLTDNQLTTLPLAGLGGLMHLKL 219 

451 KGNLALSQAFSKDSFPKLRILEVPYAYQCCAYGICASFFKTSGQWQAEDF 500 

M M I I M 1 M M 11 I M II I M II II 11 1 1 M 1 I 1 II 1 M 11 : I! I 
220 KGNLALSQAFSKDSFPKLRILEVPYAYQCCPYGMCASFFKASGQWEAEDL 2 69 

501 HPEEEEAPKRPLGLLAGQAENHYDLDLDELQMGTEDSKPNPSVQCSPVPG 550 

I : : II . I M M M I 1 11 I I M MINI: M 1 I 1 - I I! 1 M I M 
27 0 HLDDEESSKRPLGLLARQAENHYDQDLDELQLEMEDSKPHPSVQCSPTPG 319 

551 PFKPCEHLFESWGI RLAVWAI VLLSVLCNGLVLLTVFASGPSPLSPVKLV 600 

M I i II : I M M II M M II I I I II M M M II M M I M - I I III 1 
320 P FKPCEYLFESWG I RLAVWAI VLLSVLCNGLVLLTVFAGGPAPLPPVKFV 369 
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601 VGAMAGANALTG I SCGLLASVDALT YGQFAE YGARWESGLGCQATGFLAV 650 

M I . M i i M M i I M I II i i I M : I II . I I I ! II I • ! 1 i I - I I I i I I I 
37 0 VGAIAGANTLTGISCGLLASVDALTFGQFSEYGARWETGLGCRATGFLAV 419 

651 LGSEASVLLLTLAAVQCSISVTCVRAYGKAPSPGSVRAGALGCLALAGLA 700 

! I 1 I I M I I I I M I i I M : I I • M I M ! I • M MINI M I I I I I! I I 
420 LGSEASVLLLTLAAVQCSVSVSCVRAYGKSPSLGSVRAGVLGCLALAGLA 4 69 

7 01 AALPLASVGEYGASPLCLPYAPPEGRPAALGFAVALVMMNSLCFLVVAGA 7 50 

! M I I I I M I M I ! M I I I I I I I I I • I I I I M M I I I I I I MINIM 
4 70 AAL PL AS VGE YG AS P LC L P YAP P E GQ P AALG FT VAL VMMN S FC FL WAG A 519 

751 Y 1 KLYCDLPRGDFEAVWDCAMVRH VAWLI FADGLLYC PVAFLS FASMLGL 800 

I I i I M M I I I I M I I I I i i I I I I I I i I I M I I 1 I i I I I M I i I I M I I I 
520 Y I KLYCDLPRGDFEAVWDCAMVRHVAWL I FADGLLYC PVAFLS FASMLGL 569 

801 FPVTPEAVKSVLLWLPLPACLNPLLYLLFNPHFRDDLRRLWPSPRSPGP 850 

I [ I I 1 i I I I I 1 I I I I I 1 I M i 1 M I I I I I I I I I M I M I M I II 
570 FPVTPEAVKSVLLVVLPLPACLNPLLYLLFNPHFRDDLRRLRPRAGDSGP 619 

851 LAY AAAGELEKSSCDSTQALVAFSDVDL1 LEAS EAGQPPGLETYGFPSVT 900 

M M i I I I I M i I M I M f I M I M M M I i I IS M . I I I I E I I I t E I i 1 
62 0 LAYAAAGELEKSSCDSTQALVAFSDVDLILEASEAGRPPGLETYGFPSVT 66 9 

901 LISRHQPGATRLEGNHFIESDGTKFGNPQPPMKGELLLKAEGATLAGCGS 950 

III MM i I I I M : I : I MUM I E M I t : M i - I 11 1 
67 0 LISCQQPGAPRLEGSHCVEPEGNHFGNPQPSMDGELLLRAEGSTPAGGGL 719 

951 SVGGALWPSGSLFASHL* 968 

111 EM I I 1 I . i 
720 SGGGGFQPSGLAFASHV* 737 
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>15088 

> Fbh1 50881 - Import - vector trimmed 

CCGCCSGCGGTGCAGCCCGCCGGGACCGGGAGGCGGCAGCTGCGGCCACCGCGCCGTGCG 

TCCGCGCCCGGCCGCCAGGTGCCCCAGTAGCCCGACCGCCGAGATGCCCAGCCCGCCGGG 

GCTCCGGGCGCTATGGCTTTGCGCCGCGCTGTGCGCTTCCCGGAGGGCCGGCGGCGCCCC 

CCAGCCCGGCCCGGGGCCCACCGCCTGCCCGGCCCCCTGCCACTGCCAGGAGGACGGCAT 

CATGCTGTCTGCCGACTGCTCTGAGCTCGGGCTGTCCGCCGTTCCGGGGGACCTGGACCC 

CCTGACGGCTTACCTGGACCTCAGCATGAACAACCTCACAGAGCTTCAGCCTGGCCTCTT 

CCACCACCTGCGCTTCTTGGAGGAGCTGCGTCTCTCTGGGAACCATCTCTCACACATCCC 

AGGACAAGCATTCTCTGGTCTCTACAGCCTGAAAATCCTGATGCTGCAGAACAATCAGCT 

GGGAGGAATCCCCGCAGAGGCGCTGTGGGAGCTGCCGAGCCTGCAGTCGCTGCGCCTAGA 

TGCCAACCTCATCTCCCTGGTCCCGGAGAGGAGCTTTGAGGGGCTGTCCTCCCTCCGCCA 

CCTCTGGCTGGACGACAATGCACTCACGGAGATCCCTGTCAGGGCCCTCAACAACCTCCC 

TGCCCTGCAGGCCATGACCCTGGCCCTCAACCGCATCAGCCACATCCCCGACTACGCGTT 

CCAGAATCTCACCAGCCTTGTGGTGCTGCATTTGCATAACAACCGCATCCAGCATCTGGG 

GACCCACAGCTTCGAGGGGCTGCACAATCTGGAGACACTAGACCTGAATTATAACAAGCT 

GCAGGAGTTCCCTGTGGCCATCCGGACCCTGGGCAGACTGCAGGAACTGGGGTTCCATAA 

CAACAACATCAAGGCCATCCCAGAAAAGGCCTTCATGGGGAACCCTCTGCTACAGACGAT 

ACACTTTTATGATAACCCAATCCAGTTTGTGGGAAGATCGGCATTCCAGTACCTGCCTAA 

ACTCCACACACTATCTCTGAATGGTGCCATGGACATCCAGGAGTTTCCAGATCTCAAAGG 

CACCACCAGCCTGGAGATCCTGACCCTGACCCGCGCAGGCATCCGGCTGCTCCCATCGGG 

GATGTGCCAACAGCTGCCCAGGCTCCGAGTCCTGGAACTGTCTCACAATCAAATTGAGGA 

GCTGCCCAGCCTGCACAGGTGTCAGAAATTGGAGGAAATCGGCCTCCAACACAACCGCAT 

CTGGGAAATTGGAGCTGACACCTTCAGCCAGCTGAGCTCCCTGCAAGCCCTGGATCTTAG 

CTGGAACGCCATCCGGTCCATCCACCCTGAGGCCTTCTCCACCCTGCACTCCCTGGTCAA 

GCTGGACCTGACAGACAACCAGCTGACCACACTGCCCCTGGCTGGACTTGGGGGCTTGAT 

GCATCTGAAGCTCAAAGGGAACCTTGCTCTCTCCCAGGCCTTCTCCAAGGACAGTTTCCC 

AAAACTGAGGATCCTGGAGGTGCCTTATGCCTACCAGTGCTGTCCCTATGGGATGTGTGC 

CAGCTTCTTCAAGGCCTCTGGGCAGTGGGAGGCTGAAGACCTTCACCTTGATGATGAGGA 

GTCTTCAAAAAGGCCCCTGGGCCTCCTTGCCAGACAAGCAGAGAACCACTATGACCAGGA 

CCTGGATGAGCTCCAGCTGGAGATGGAGGACTCAAAGCCACACCCCAGTGTCCAGTGTAG 

CCCTACTCCAGGCCCCTTCAAGCCCTGTGAGTACCTCTTTGAAAGCTGGGGCATCCGCCT 

GGCCGTGTGGGCCATCGTGTTGCTCTCCGTGCTCTGCAATGGACTGGTGCTGCTGACCGT 

GTTCGCTGGCGGGCCTGCCCCCCTGCCCCCGGTCAAGTTTGTGGTAGGTGCGATTGCAGG 

CGCCAACACCTTGACTGGCATTTCCTGTGGCCTTCTAGCCTCAGTCGATGCCCTGACCTT 

TGGTCAGTTCTCTGAGTACGGAGCCCGCTGGGAGACGGGGCTAGGCTGCCGGGCCACTGG 

CTTCCTGGCAGTACTTGGGTCGGAGGCATCGGTGCTGCTGCTCACTCTGGCCGCAGTGCA 

GTGCAGCGTCTCCGTCTCCTGTGTCCGGGCCTATGGGAAGTCCCCCTCCCTGGGCAGCGT 

TCGAGCAGGGGTCCTAGGCTGCCTGGCACTGGCAGGGCTGGCCGCCGCACTGCCCCTGGC 

CTCAGTGGGAGAATACGGGGCCTCCCCACTCTGCCTGCCCTACGCGCCACCTGAGGGTCA 

GCCAGCAGCCCTGGGCTTCACCGTGGCCCTGGTGATGATGAACTCCTTCTGTTTCCTGGT 

CGTGGCCGGTGCCTACATCAAACTGTACTGTGACCTGCCGCGGGGCGACTTTGAGGCCGT 

GTGGGACTGCGCCATGGTGAGGCACGTGGCCTGGCTCATCTTCGCAGACGGGCTCCTCTA 

CTGTCCCGTGGCCTTCCTCAGCTTCGCCTCCATGCTGGGCCTCTTCCCTGTCACGCCCGA 

GGCCGTCAAGTCTGTCCTGCTGGTGGTGCTGCCCCTGCCTGCCTGCCTCAACCCACTGCT 

GTACCTGCTCTTCAACCCCCACTTCCGGGATGACCTTCGGCGGCTTCGGCCCCGCGCAGG 

GGACTCAGGGCCCCTAGCCTATGCTGCGGCCGGGGAGCTGGAGAAGAGCTCCTGTGATTC 

TACCCAGGCCCTGGTAGCCTTCTCTGATGTGGATCTCATTCTGGAAGCTTCTGAAGCTGG 

GCGGCCCCCTGGGCTGGAGACCTATGGCTTCCCCTCAGTGACCCTCATCTCCTGTCAGCA 

GCCAGGGGCCCCCAGGCTGGAGGGCAGCCATTGTGTAGAGCCAGAGGGGAACCACTTTGG 

GAACCCCCAACCCTCCATGGATGGAGAACTGCTGCTGAGGGCAGAGGGATCTACGCCAGC 

AGGTGGAGGCTTGTCAGGGGGTGGCGGCTTTCAGCCCTCTGGCTTGGCCTTTGCTTCACA 

CGTGTAAATATCCCTCCCCATTCTTCTCTTCCCCTCTCTTCCCTTTCCTCTCTCCCCCTC 

GGTGAATGATGGCTGCTTCTAAAACAAATACAACCAAAACTCAGCAGTGTGATCTATAGC 

AGGATGGCCCAGTACCTGGCTCCACTGATCACCTCTCTCCTGTGACCATCACCAACGGGT 

GCCTCTTGGCCTGGCTTTCCCTTGGCCTTCCTCAGCTTCACCTTGATACTGGGCCTCTTC 

CTTGTCATGTCTGAAGCTGTGGACCARAGACCTGGACTTTTGTCTGCTTAAGGGAAATGA 

GGGAAGTAAAGACAGTGAAGGGGTGGAGGGTTGATCAGGGCACAGTGGACAGGGAGACCT 

CACARAAAAAGGCCTGGAAGGKGATTTCCCGTGTGACTCATGGRTAGGAWACAAAATGTG 

TTCCATGTACCATTAATCTTGACATATGCCATGCATAAARACTTCCTATTAAAATAAGCT 

TTGGRAGAGATT 
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>15088 

MPSPPGLRALWLCAALCASRRAGGAPQPGPGPTACPAPCHCQEDGIMLSADCSELGLSAVPGDLDPLTAYLDLSMNNLT 

ELQPGLFHHLRFLEELRLSGNHLSHIPGQAFSGLYSLKILMLQNNQLGG1PAEALWELPSLQSLRLDANLISLVPERSFEGLS 

SLRHLWLDDNALTEIPVRALNNLPALQAMTLALNRiSHIPDYAFQNLTSLWLHLHNNRIQHLGTHSFEGLHNLETLDLNYNK 

LQEFPVAIRTLGRLQELGFHNNNIKAIPEKAFMGNPLLQTIHFYDNPIQFVGRSAFQYLPKLHTLSLNGAMDIQEFPDLKGTT 

SLEILTLTRAGlRLLPSGMCQQLPRLRVLELSHNQiEELPSLHRCQKLEEIGLQHNRIWEIGADTFSQLSSLQALDLSWNAIR 

SIHPEAFSTLHSLVKLDLTDNQLTTLPLAGLGGLMHLKLKGNLALSQAFSKDSFPKLRILEVPYAYQCCPYGMCASFFKASG 

QWEAEDLHLDDEESSKRPLGLLARQAENHYDQDLDELQLEMEDSKPHPSVQCSPTPGPFKPCEYLFESWGIRLA\A/VAIVL 

LSVLCNGLVLLTVFAGGPAPLPPVKFWGAIAGANTLTGISCGLLASVDALTFGQFSEYGARWETGLGCRATGFLAVLGSE 

ASVLLLTU^VQCSVSVSCVRAYGKSPSLGSVF^GVLGCUVI^GLAAALPLASVGEYGASPLCLPYAPPEGQPAALGFTVA 

LVMMNSFCFLWAGAYIKLYCDLPRGDFEAVWDCAMVRHVAWLIFADGLLYCPVAFLSFASMLGLFPVTPEAVKSVLLWL 

PLPACLNPLLYLLFNPHFRDDLRRLRPRAGDSGPLAYAAAGELEKSSCDSTQALVAFSDVDLILEASEAGRPPGLETYGFP 

SVTLISCQQPGAPRLEGSHCVEPEGNHFGNPQPSMDGELLLRAEGSTPAGGGLSGGGGFQPSGLAFASHV* 
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protein alignment between mouse and human 
> LGR6. 



15088m (analysis only) - Import - complete 

to: FrGcgManager_9_QBAsD4iW_ check: 8637 from: 1 to: 968 
15088h (analysis only) - Import - complete 

Symbol comparison table: /prod/ddm/seqanal/BLAST/matrix/aa/BLOSUM62 
CompCheck: 1102 
Matrix made by matblas from blosum62.iij 

Gap Weight: 12 Average Match: 2.778 

Length Weight: 4 Average Mismatch: -2.24 8 

Quality: 4495 Length: 968 

Ratio: 4.653 Gaps: 2 

Percent Similarity: 91.097 Percent Identity: 89.855 

9 

Match display thresholds for the alignment ( s ) : 
I = IDENTITY 
: = 2 
*. = 1 

FrGcgManager_9_PBA0KgkFJ x FrGcgManager_9_QBAsD4iW_ March 15, 19101 1 



1 MHSPPGLLALWLCAVLCASARGGSDPQPGPGRPACPAPCHCQEDGIMLSA 50 Mouse 

I Mill i I I I M MM ! 1 M M M M M M M M M M M I 

1 MPSPPGLRALWLCAALCASRRAGGAPQPGPGPTACPAPCHCQEDGIMLSA 50 Human 

51 DCSELGLS WPADLDPLTAYLDLSMNNLTELQPGLFHHLRFLEELRLSGN 100 

f i M M M I 1 M M M M M M M M I M M 1 M M M M M M M M 

51 DCSELGLS AVPGDLDPLTAYLDLSMNNLTELQPGLFHHLRFLEELRLSGN 100 

101 HLSHIPGQAFSGLHSLKILMLQSNQLRGIPAEALWELPSLQSLRLDANLI 150 

M M M M M M MM M M M M M 1 M M M I M M I M M M M I M 

101 HLSHI PGQAFSGLYSLKI LMLQNNQLGGI PAEALWELPSLQSLRLDANLI 150 

151 SLVPERSFEGLSSLRHLWLDDNALTEIPVRALNNLPALQAMTLALNHIRH 200 

M M M M M M M M M M M M M M M M 11 M t M M M M I I I 

151 SLVPERSFEGLSSLRHLWLDDNALTEI PVRALNNLPALQAMTLALNRI SH 2 00 

201 IPDYAFQNLTSLWLHLHNNRIQHVGTHSFEGLHNLETLDLNYNELQEFP 250 
M M M M i I I M M M I M M M M M M M I I M 1 M 1 1 M M M M 

2 01 IPDYAFQNLTSLVVLHLHNNRIQHLGTHNFEGLHNLEPLDLNYNKLQEFP 250 

251 LAIRTLGRLQELGFHNNNIKAIPEKAFMGNPLLQTIHFYDNPIQFVGRSA 300 

M M I I M M M M M M M ! M 1 M M M M M M M I M M M i M M 

251 VAIRTLGRLQELGFHNNNIKAIPEKAFMGNPLLQTIHFYDNPIQFVGRSA 300 

301 FQYLSKLHTLSLNGATDIQEFPDLKGTTSLEILTLTRAGIRLLPPGVCQQ 350 

MM M M II II I I I I 1 i M II M I I II 11 M II I I II 1 1 I I Mill 

301 FQYLPKLHTLSLNGAMDIQEFPDLKGTTSLEILTLTRAGIRLLPSGMCQQ 350 
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351 LPRLRILELSHNQIEELPSLHRCQKLEEIGLRHNRIKEIGADTFSQLGSL 400 

I i I M : I I M M 1 I i i M 1! ! M I I M ! 1 i I . M M llillllill I i 
351 LPRLRVLELSHNQIEELPSLHRCQKLEEIGLQHNRIWEIGADTFSQLSSL 400 

4 01 QALDLSWNAIRAIHPEAFSTLRSLVKLDLTDNQLTTLPLAGLGGLMHLKL 4 50 

i i ( t M I I I ! I.I M 11 1 i I 1 M I 1 II I M M i ! 11 I i i I M I ! i I U I 
401 QALDLSWNAIRSIHPEAFSTLHSLVKLDLTDNQLTTLPLAGLGGLMHLKL 450 

451 KGNLALSQAFSKDSFPKLRILEVPYAYQCCAYGICASFFKTSGQWQAEDF 500 

I I 1 I M 1 M ! I I ! I I 1 M 1 ] 1 i 1 i ( I ! M I I U ! ! I I I I I M i : i M 
451 KGNLALSQAFSKDSFPKLRILEVPYAYQCCPYGMCASFFKASGQWEAEDL 500 

501 HPEEEEAPKRPLGLLAGQAENHYDLDLDELQMGTEDSKPNPSVQCSPVPG 550 

I : : I i . I i I ! 1 I 1 1 i 1 M 1 ! I M i i I ! : MIM.MIMM ! ! 

501 HLDDEESSKRPLGLLARQAENHYDQDLDELQLEMEDSKPHPSVQCSPTPG 550 

551 PFKPCEHLFESWGIRLAVWAI VLLSVLCNG . VLLTVFASGPSPLSP . KLV 598 

II i II 1 : 1 M M i M [ II II 11 I 1 I M i li I I i M M ! ! - 11 1 1 1 

551 PFKPCEYLFESWGIRLAVWAIVLLSVLCNGLVLLTVFAGGPAPLPPVKFV 600 

5 99 VG AMAG AN AL T G I S C G L LAS V DAL T Y GQ FAE YGARWE S G LGC Q AT G F LAV 648 

11 ! . M 1 I 1 11 1 M II i M i I I I I : I M . i M ! 1 M . 1 I I I - 1 1 M M I 
601 VGAIAGANTLTGISCGLLASVDALTFGQFSEYGARWETGLGCRATGFLAV 650 
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FIGURE 16 cent. 



